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Terminologie de la langue de la proteomique 
Eva Nassif 
La proteomique etant un tout nouveau domaine, aucun ouvrage terminologique ne lui a 
encore ete consacre. L'etude qui suit se propose done de remedier au vide existant en 
presentant les resultats d'une recherche thematique de pointe sur le vocabulaire 
actuellement employe par les specialistes du domaine. 
Ces resultats sont compiles dans un fichier bilingue anglais-francais et dans un fichier 
unilingue anglais. Nous esperons qu'ils constitueront la premisse de travaux 
terminologiques ulterieurs touchant la proteomique. 
in 
Abstract 
Terminologie de la langue de la proteomique 
Eva Nassif 
Being a brand-new domain, proteomics has never been the subject of any terminological 
work yet. This study aims to remedy the actual situation by presenting the results of a 
highly specialized thematic research on the vocabulary currently used by specialists. 
These results are presented within a bilingual English-French and a unilingual English 
terminological files. We hope that this study on proteomics will be the first of many 
others to come. 
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Introduction 
Dans la preface du Dictionnaire de medecine Flammarion, Jean Hamburger ecrit: 
« Quand la pensee evolue tres vite, la langue suit avec peine ». La langue employee dans 
les domaines biomedicaux ne fait pas exception, surtout en proteomique. La plupart des 
articles se trouvent dans des sources de langue anglaise, done nombre de termes francais 
ne figurent pas dans les dictionnaires de medecine. C'est la raison pour laquelle le 
terminologue qui etudie la langue medicale est souvent confronte a des problemes tels 
que le catalogage de concepts dont la designation ou les descripteurs sont a toute fin 
pratique inexistants en francais. II arrive egalement qu'un seul terme puisse avoir 
differents sens dans differents dictionnaires. La situation nuit a la clarte d'un enonce et 
provoque de la confusion chez les chercheurs, traducteurs ou redacteurs. Etant donne que 
les ecrits scientifiques sont essentiellement rediges en anglais, trouver des termes francais 
constitue un probleme fondamental dans le domaine de la medecine, et encore plus en 
proteomique. 
La proteomique est en Foccurrence le sujet du present memoire. Puisqu'il s'agit d'un 
domaine de pointe d'emergence recente, la documentation qui s'y rapporte est presque 
entierement redigee en anglais. Bien entendu, une telle situation rend la tache de la 
terminologue vraiment difficile, car il est ardu de trouver des sources de langue francaise. 
En revanche, elle rend le travail passionnant, parce que tout reste a faire. 
Forte de ce constat, nous avons entrepris des recherches que nous vous presentons dans 
ces pages. Ainsi, notre memoire se divise en quatre parties distinctes. La premiere partie 
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expose notre objectif, fait un survol de Fhistoire de la proteomique, donne la definition de 
certains concepts cles qu'il est utile de connaitre avant de commencer la lecture d'un 
memoire traitant de la preteomique, explique la methodologie que nous avons suivie et 
montre la fa9on dont nous avons redige les fiches tout en fournissant quelques exemples. 
La deuxieme partie est constitute des fichiers terminologiques bilingue et unilingue, le 
veritable corps de notre memoire. La troisieme partie comprend les lexiques bilingue et 
unilingue correspondant aux fichiers. Enfin, la quatrieme partie est formee de la 
bibliographie codee, reliant les codes figurant dans les fiches aux sources consultees, et 
de la bibliographie generate en terminologie. 
Objectif 
Le but du present memoire est de creer un fichier de pointe bilingue anglais-francais et 
unilingue anglais traitant de la langue de la proteomique. En fait, ce memoire est unique 
au monde puisqu'il est le premier a traiter ainsi de la terminologie de la proteomique. La 
proteomique est une science dont Fimportance croit en medecine et en biologie 
moleculaire a cause de ses promesses de guerison de maladies hereditaires, telles la 
maladie d'Alzheimer, ou acquises, comme certaines formes du cancer du poumon. 
II est essentiel de repertorier la terminologie d'un domaine de specialite tel que la 
proteomique pour ameliorer la communication scientifique. Repertorier et diffuser une 
terminologie, c'est servir la communaute des chercheurs en lui dormant des outils 
linguistiques, les termes, pour que ses membres etablissent un dialogue efficace lorsqu'ils 
emploient leur langue de specialite, c'est fournir un ouvrage de reference essentiel qui 
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aidera a clarifier la pensee, la parole et les ecrits tant des specialistes de la proteomique 
que des langagiers qui oeuvrent dans le domaine et c'est aussi contribuer a la formation 
du savoir scientifique par l'eclaircissement des concepts et des liens qui les unissent. 
Dans tous les domaines biomedicaux, nombre de termes sont polysemiques et vehiculent 
des concepts flottants, c'est la raison pour laquelle il est important de distinguer les 
concepts les uns des autres, de les clarifier et de les repertorier. Une telle demarche aide 
les chercheurs a preciser leurs idees et a s'exprimer correctement. 
Le vocabulaire de pointe que nous avons realise se divise en deux fichiers distincts : un 
fichier bilingue de 46 fiches et un fichier unilingue de 113 fiches. Ce vocabulaire 
s'adresse a un public forme de chercheurs, de traducteurs, de reviseurs, de terminologues, 
de redacteurs scientifiques, de journalistes scientifiques, de documentalistes, 
d'enseignants et de toute autre personne qui souhaite se familiariser avec la terminologie 
de la proteomique. 
Historique 
L'etre humain effectue des manipulations genetiques depuis des millenaries. 
L'hybridation de plantes dans Fagriculture et le croisement d'animaux dans Felevage 
sont des exemples patents. La « genetique » n'est done pas recente. Qui plus est, la 
transmission des caracteres hereditaires a toujours suscite la curiosite. Ainsi, lorsqu'un 
bebe nait, on cherche a savoir a quel parent il ressemble le plus. Meme si l'enfant 
presente des caracteristiques phenotypiques plus proches de l'un des parents que de 
l'autre, il est dans les faits le fruit de l'union genetique des deux parents. Par ailleurs, 
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l'homme s'interroge depuis longtemps sur les maladies hereditaires. Les maladies 
genetiques telles que le cancer et la trisomie 21, continuent de preoccuper la communaute 
scientifique et poussent ses membres a perseverer dans leur recherche afin de les 
eradiquer. On poursuit les travaux dans le but de connaitre les causes des maladies 
genetiques, non seulement pour satisfaire les chercheurs en quete de savoir, mais aussi et 
surtout pour ameliorer la qualite de vie de l'etre humain et arreter la souffrance. 
Pour comprendre la proteomique, il est important de connaitre un peu la science qui la 
precede chronologiquement, la genetique. La genetique voit le jour entre la fin du XIXe 
siecle et le debut du XXe siecle. En 1865, apres avoir effectue des observations sur le 
petit pois, Gregor Mandel, moine tcheque et pionnier de la genetique, decrit la 
transmission de caracteres phenotypiques par l'heredite et decouvre les deux lois de 
l'heredite liees aux genes (nommes elements par Mendel) : celle de la dominance et celle 
de la segregation. Sa theorie s'oppose a celle qui etait repandue a l'epoque - on croyait 
alors que les caracteres se melangeaient - et tombe dans l'oubli pendant pres de 
cinquante ans. Les recherches veritablement reconnues dans le domaine de la genetique 
commencent au debut du XXe siecle, comme le rapporte Antoine Danchin. Dans son 
article, «nos genes mis a nu», Danchin (2000, p. 26) explique que les savants 
s'interessent deja aux effets mutagenes de Tirradiation. En 1927, Hermann Joseph Muller 
decouvre les effets mutagenes de l'irradiation et recoit le prix Nobel en 1946 pour ses 
decouvertes. En 1953, James Watson et Francis Crick mettent au jour la structure en 
double helice de l'ADN et son mode de replication, en se basant sur les cliches de l'ADN 
pris par Francis Crick et Rosalind Franklin. La decouverte de Watson et Crick leur merite 
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le Prix Nobel de medecine en 1962. La percee va revolutionner les travaux effectues en 
biologie et en medecine. Ainsi, a partir des annees 1970, Fere de la biotechnologie « Big 
Science » s'ouvre, et en 1974, le genie genetique fait son apparition. Au cours du sommet 
d'Alta tenu en decembre 1984, les Americains, troubles par la puissance economique du 
Japon, se mobilisent pour creer des entreprises et proteger la propriete intellectuelle. lis 
elaborent aussitot le Projet Genome Humain. La raison avancee pour promouvoir le 
Projet Genome Humain est la detection des mutations genetiques chez les descendants 
des habitants d'Hiroshima et de Nagasaki (DANCHIN, 2000, p. 28). 
Ces deux dernieres decennies, les recherches effectuees dans le domaine de la genetique 
ont beaucoup progresse et ont fait avancer la medecine de facon spectaculaire, surtout 
apres le sequencage du genome humain, programme de recherche international qui a dure 
quinze ans et qui s'est termine en 2006. Le projet a ouvert de grands horizons dans le 
domaine biomedical, notamment dans la prevention et la guerison de maladies genetiques 
comme le cancer du sein et l'asthme. II a toutefois suscite des problemes d'ordre moral et 
a alimente de nombreux debats intemationaux, notamment au sujet de la brevetabilite des 
genes. Malgre les grands progres dans le domaine de la genetique et de la genomique, 
science qui etudie le genome, plusieurs points restent mysterieux pour les chercheurs, 
dont la transmission de Finformation par les proteines et les effets de Finteraction 
proteine-proteine. Les recherches effectuees pour repondre a ces questions, entre autres, 
ont fait naitre plusieurs concepts en « -omique » dont la proteomique. 
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Definitions 
Le genome humain, ensemble des genes renfermes dans les chromosomes, comprendrait 
entre 30 000 et 45 000 genes. Un gene est une « particule elementaire d'un chromosome, 
constitue essentiellement d'acide desoxyribonucleique (ADN) et qui est responsable de la 
transmission hereditaire d'un caractere »(MANUILLA, 2004, p. 203). 
L'acide desoxyribonucleique (ADN) compte quatre nucleotides differents relies 
lineairement entre eux : l'adenine, la thymine, la guanine et la cytosine, symbolises par 
les quatre lettres de l'alphabet A, T, G et C. L'ADN contient l'information genetique et 
est transcrit dans une molecule messagere appelee acide ribonucleique (ARN). Les ARN 
messagers (ARNm) jouent le role d'intermediaires entre l'ADN et les proteines. Un gene 
comporte des exons, parties du gene conservees dans l'ARN, et des introns, parties du 
gene eliminees. C'est la sequence des exons, appelee codante, qui est exprimee en 
proteines cellulaires. Un seul ARNm se traduit en plusieurs proteines qui sont alors 
synthetisees apres avoir passe par deux etapes : la transcription et la traduction. Chaque 
gene peut produire plusieurs proteines, et le corps humain peut en synthetiser pres d'un 
million (MORIN, 2001, p. 27). Le proteome est Fensemble des proteines exprimees par 
le genome d'un organisme vivant a un moment donne de sa vie, dans un tissu donne et un 
environnement donne. Un organisme possede un seul genome mais peut produire une 
variete de proteomes, par exemple, la bacterie Mycoplasma genitalium possede un 
proteome assez simple produisant un nombre restreint de proteines. En revanche, 
Fhomme possede pres de 200 tissus differents qui, dans des contextes physiologiques 
distincts, se traduisent par des milliers de proteomes (BERNOT, 2001, p. 139). 
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La proteomique etudie l'ensemble des proteines produites par un organisme vivant ainsi 
que leurs interactions specifiques au sein de cet organisme. Le terme « proteomique » est 
derive du mot « proteome » (en anglais, proteome: PROTEin complement expressed by a 
genOME), cree par Mark Wilkins et ses collegues au debut des annees 1990 pour 
designer le complement proteique d'un organisme. Les termes «proteomique» et 
« proteome » ont ete formes selon le modele relationnel « genomique/genome ». Dans 
l'ere en «-omique », les termes « genomique », «transcriptomique » et « proteomique » 
concretised la maniere dont le fonctionnement des organismes vivants est actuellement 
envisage. La figure 1 qui suit montre cette nouvelle vision (LEIBLER, 2002, p. 3). 
ADN •. La genomique 
ARNm *. La transcriptomique 
Proteines • La proteomique 
Fonctions des cellules 
Figure 1 : Contexte biochimique de la genomique et de la proteomique 
Les percees en proteomique dependent largement des progres effectues en 
bioinformatique et en nanotechnologie. C'est une science complementaire de la 
genomique puisque l'etude de l'ensemble des proteines exprimees par un organisme 
permet de comprendre le role des genes. La proteomique est interdisciplinaire et 
comprend des elements de biologie, de bioinformatique et de chimie proteinique. La 
comprehension du proteome constitue un defi considerable, comme raffirme Graig 
Venters : « Les gens croient que les genes determinent qui nous sommes, mais en fait, ce 
sont les proteines qui determinent la cle de ce mystere [...] il faudra 100 ans encore avant 
de pouvoir commencer a comprendre le role des genes, et encore plus de temps pour 
comprendre le fonctionnement des proteines »(VENTERS in MORIN, 2001, p. 27). 
Plusieurs chercheurs considerent que le XXIe siecle est le debut de «l'epoque post-
genomique » puisque le projet de sequencage du genome humain s'est termine en 2006. 
Toutefois, ils considerent que le plus grand defi reside dans la comprehension du 
proteome qui est beaucoup plus complique que le genome. Le genome de nos cellules est 
stable dans le temps, il ne varie pas et contient toujours la meme sequence d'ADN, alors 
que le proteome change, non seulement d'une cellule a une autre, mais aussi a l'interieur 
meme d'une cellule au fil des ans, d'ou la complexity de la proteomique. Le proteome 
subit des changements qui sont souvent associes a des maladies. De plus, des facteurs 
externes comme la prise de medicament, l'exercice ou le regime alimentaire modifient le 
proteome. Les biologistes essaient de definir entre autres la fonction de chaque proteine 
en cherchant a comprendre les relations des interactions proteine-proteine (CAMBELL, 
2003, p. 162). 
L'identification des proteines et la comprehension de leurs interactions font avancer les 
connaissances dans les domaines biomedical et pharmaceutique. L'objectif vise est bien 
entendu la prevention, voire la guerison, des maladies genetiques en eliminant tout effet 
secondaire des medicaments. 
8 
Methodologie 
Afin d'arriver a repertorier un vocabulaire de pointe constitue de 46 fiches bilingues 
anglais-francais et de 113 fiches unilingues anglais, il faut effectuer une recherche 
thematique poussee qui consiste a reperer l'ensemble des termes relies au domaine de la 
proteomique en anglais et en francais. Selon Dubuc (2002, p. 49-53), la recherche 
thematique se fait en cinq etapes : 
1. definition des objectifs, 
2. initiation au domaine, 
3. choix de la documentation, 
4. constitution de l'arbre du domaine, 
5. reperage des unites terminologiques ou etablissement de la nomenclature. 
Tout d'abord, il est essentiel de s'initier au domaine choisi pour etudier son vocabulaire, 
des points de vue conceptuel (precision des concepts et relations qu'ils entretiennent) et 
fonctionnel (nature et role du terme dans la langue de specialite), et ce par la lecture, en 
commencant par les ouvrages generaux, comme les encyclopedies et les revues de haute 
vulgarisation, pour s'orienter petit a petit vers les sources specialisees, tels les rapports et 
les revues scientifiques. Afin de comprendre le domaine en profondeur, il faut assimiler 
les « noyaux coneepruels » du domaine de specialite comme le souligne Sylvie Vandaele 
(2006, p. 74). Bien entendu, il faut connaitre les termes utilises par les auteurs du 
domaine. Ensuite, on doit extraire les termes qui sont necessaires a la comprehension de 
ce domaine. Etant donne que la proteomique est une science qui emerge de la genetique 
et de la genomique, il est evident que sa terminologie sort egalement de ces domaines. 
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Par ailleurs, il est indispensable de disposer d'une documentation originale 
(encyclopedies, dictionnaires, manuels, revues et sites Web specialises) dans les deux 
langues choisies. La documentation bilingue, telle que les traductions et les dictionnaires 
specialises bilingues est a exclure pour la recherche; elle sert toutefois a fournir des 
ouvrages de controle pour aider a delimiter la recherche, a dormer des pistes pertinentes 
et a verifier des notions connexes. De plus, il ne faut pas exclure l'idee de consulter les 
specialistes du domaine qui peuvent se reveler fort utiles pour faciliter la comprehension 
d'un concept complexe, presenter une source peu connue ou encore corriger une erreur. 
On doit aussi tenir compte de la qualite de la redaction des documents pour choisir les 
contextes pertinents. Afin d'organiser et de classer les termes, il faut constituer un arbre 
du domaine puisque tout terme « est forcement rattache a un domaine ou a un sous-
domaine, qui constitue une subdivision d'un domaine generique » (L'HOMME, 2004, 
p. 84). Selon Dubuc, le reperage des unites terminologiques se fait en quatre etapes : le 
depouillement de la documentation, l'identification des termes, l'etablissement des 
references pour les termes et Fanalyse terminologique. L'analyse terminologique 
represente la recherche thematique. Elle comprend deux parties : le decoupage des unites 
terminologiques et l'analyse des contextes. L'analyse contextuelle permet d'identifier les 
traits notionnels presents dans le contexte ou figure le terme. De plus, cette analyse sert a 
circonscrire le meilleur contexte prouvant 1'existence du terme. Ce contexte, retenu pour 
son contenu informationnel, est l'element fondamental de la fiche terminologique; sans 
lui, la fiche n'a aucune valeur. On compte six types de contexte qui sont classes selon 
leur contenu semantique : le contexte definitoire, le contexte explicatif, le contexte 
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associatif, le contexte encyclopedique, le contexte langagier et le contexte synonymique. 
Tout d'abord, le contexte definitoire renferme des descripteurs qui donnent une image 
precise de la notion. II peut alors servir de para-definition, lorsqu'un terme n'existe ni 
dans un dictionnaire ni dans une encyclopedic Le contexte explicatif, renseigne sur 
quelques aspects qui permettent d'identifier la notion, sans toutefois en dormer une image 
precise. Le contexte associatif, quant a lui, prouve rappartenance du terme a la 
nomenclature mais ne contient pas de descripteurs aidant a degager une image 
notionnelle du terme. Pour sa part, le contexte encyclopedique donne des renseignements 
sur la nature, l'usage ou un autre aspect de l'objet designe par le terme, sans le definir. 
Ensuite, le contexte langagier montre le fonctionnement d'un terme en discours. Enfin, le 
contexte synonymique revele l'egalite semantique de deux termes. II faut noter qu'un 
contexte peut etre multifonctionnel, par exemple il peut etre a la fois definitoire, 
synonymique et langagier. II est evident que les contextes definitoires et explicatifs 
doivent figurer de preference dans les fiches (DUBUC, 2002, p. 61). 
Puisque nous travaillions dans un domaine nouveau tres pointu, il n'a pas ete facile de 
produire des fiches terminologiques bilingues reliees au domaine de la proteomique. 
Nous etions en effet confronted a des problemes portant sur la constitution meme du 
corpus francais. Par consequent, en plus d'utiliser des monographies redigees par des 
specialistes, nous avons aussi consulte des revues scientifiques ainsi que des sites Web 
stables et publies par des organismes reconnus. Nous avons egalement fait appel a des 
dictionnaires, des encyclopedies et des bases de donnees en ligne pour eclaircir des zones 
grises eventuelles. Jusqu'a present, l'anglais est la lingua franca de la proteomique : 
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presque toutes les publications portant sur le sujet sont redigees dans cette langue. De 
fait, reunir un corpus exhaustif de termes lies a la proteomique pour creer un fichier 
terminologique constitue tout un defi. En effet, depuis le debut de notre travail, nous 
avons constate que trouver des ouvrages de langue francaise dans les bibliotheques 
universitaires, institutionnelles et municipales est presque impossible. En fait, dans les 
bibliotheques de la sante, de la biochimie et de la biologie de l'Universite de Montreal 
nous n'avons releve que deux documents rediges en francais : Analyse de Genomes, 
Transcriptomes et Proteomes, ecrit par Alain Bernot et publie en 2001 ainsi que 
Biochimie genetique Biologie moleculaire ecrit par J. Etienne, E. Clauser, C. Housset, et 
P. Roingeard et publie en 2006. 
Apres avoir consulte les bibliothecaires, sans resultat, nous avons decide de rencontrer 
des specialistes du domaine dont monsieur Wehbeh Barghachie, directeur de congres a 
l'HUPO (The Human Proteome Organisation), madame Gertrand Burger, responsable du 
departement de la Genetique a l'Universite de Montreal, madame Anne-Marie Alarco, 
gestionnaire des programmes de recherches a Genome Quebec, un des meilleurs centres 
de recherche en genomique et proteomique au monde, et monsieur Pierre Thibault, 
specialiste de la proteomique au departement de Chimie a l'Universite de Montreal. Ces 
quatre personnes nous ont affirme qu'il ne se publie presque rien en francais dans le 
domaine. De plus, nous avons parle a plusieurs doctorants en genetique de l'Universite de 
Montreal. lis redigent tous leurs articles en anglais car, selon eux, « c'est ce qui se fait 
dans le domaine ». En fin de compte, seuls quelques articles publies dans des revues et 
sites Web sont ecrits en francais. 
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En 2008, lors du Grand rendez-vous des terminologues qu'organise chaque annee l'Ordre 
des traducteurs, terminologues et interpretes agrees du Quebec, nous avons eu la chance 
de discuter du probleme des sources de langue fran9aise avec Robert Dubuc, eminent 
terminologue, professeur a la retraite et auteur de nombreux ouvrages en terminologie. 
Monsieur Dubuc nous a confirme que chercher de la documentation originale en francais 
dans un domaine si recent tel que la proteomique constitue tout un defi et qu'il fallait 
consulter les specialistes du domaine. C'est precisement ce que nous avons fait depuis le 
debut de notre recherche. Les demarches que nous avons entreprises pour trouver des 
personnes ressources nous ont conduite vers le plus grand chercheur en proteomique au 
Canada, le docteur John Bergeron, directeur du Reseau proteomique de Montreal et 
professeur en anatomie et biologie cellulaire a Universite McGill, qui nous a guide vers 
quelques sources francaises publiees dans le domaine. 
Redaction des fiches 
La fiche est la cle de voute de la recherche terminologique. Selon Dubuc, « c'est un 
document qui contient, sous une forme facilement accessible et reperable, des 
renseignements permettant d'identifier un terme, associe a un contenu notionnel suffisant, 
dans un domaine donne et dument atteste par une source digne de foi » (2002, p. 82). 
Toutes les fiches composant notre memoire sont de format synthetique, c'est-a-dire que 
tous leurs champs sont concomitants et lisibles en un coup d'oeil. Voici done un exemple 
d'une fiche bilingue dont la vedette est le termeproteomics : 
13 
proteomics DICTI 2009 http://dictionary.reference.c 
om/browse/proteomics 
— /refers to t/he analysis of the expression, localizations, functions, and interactions of 
proteomes. 
proteomique VEROM 2001 27 NO 
La — est l'etude de la fonction, de la regulation et de 1'expression des proteines en 
relation avec la fonction normale des cellules, et ce, selon le declenchement ou la 
progression de leur malfonctionnement. 
proteomique EvN-2009-02-06 
Tel que le propose Robert Dubuc, nous avons procede a la redaction des fiches et les 
avons classees par ordre alphabetique, selon la graphie du terme vedette. Cette vedette est 
en fait le terme qui est le plus utilise dans notre corpus et ce, aussi bien en anglais qu'en 
francais. Par ailleurs, nous avons place les synonymes, sigles, acronymes et variantes 
orthographiques repertories dans le meme champ que la vedette, mais sous celle-ci, en 
respectant encore une fois l'ordre alpahbetique. Comme l'illustrent les deux fiches qui 
suivent, pour chaque synonyme, sigle, acronyme et variante orthographique, nous avons 
cree une fiche de renvoi faisant reference a la vedette de la fiche principale. 
phosphoprotein WEMED 













/Le terme/ ~ (phosphoproteine) /fait reference a t/oute proteine contenant de l'acide 




phosphoproteine DIMAN 2004 383 
See: phosphoprotein 
proteomique EvN-2009-01-21 
Dans une fiche, le contexte prouve l'existence d'un terme. Lorsque celui-ci est la vedette 
de la fiche, il est habituellement remplace par le symbole suivant: —. II arrive cependant 
qu'une telle substitution soit impossible. C'est ce qui se produit quand un terme constitue 
de plusieurs composantes est entrecoupe d'un ou de plusieurs mots. Prenons par exemple 
«tandem affinity purification-tag» qui se lit ainsi en contexte : «tandem affinity 
purification (TAP)-tag ». On remarque que l'acronyme « TAP », entre parentheses, est 
insere apres «tandem affinity purification». L'insertion est explicative, mais empeche 
Futilisation des deux tirets a la place du terme, car il n'y a pas adequation parfaite entre le 
terme en vedette et le terme en contexte. Par ailleurs, lorsqu'un contexte doit etre coupe en 
raison de sa longueur excessive, le texte supprime est remplace par deux barres obliques : //. 
La proteomique, etant un domaine tres recent et dont la langue de communication 
principale est Fanglais, nous avons remarque la presence de nombreux emprunts a la 
langue de Shakespeare dans la terminologie francaise. C'est precisement ce que nous 
constatons dans la fiche suivante : 
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Current non-gel techniques for analyzing proteomes rely heavily on mass spectrometric 
analysis of enzymatically digested protein mixtures. Prior to analysis, a highly complex 
peptide mixture is either separated on a multidimensional chromatographic system or it is 
first reduced in complexity by isolating sets of representative peptides //. Recently, we 
developed a peptide isolation procedure based on diagonal electrophoresis and diagonal 
chromatography. We call it - (COFRADIC). 








La technique COFRADIC (--) fait egalement partie d'une approche proteomique sans gel. 
Son concept repose sur la separation de peptides issus d'une fraction complexe par une 
chromatographie primaire. Dans chaque fraction, un ensemble de peptides est modifie par 
une reaction chimique specifique (par exemple par oxydation des methionines). Ces peptides 
modifies acquierent des proprietes chromatographiques alterees qui permettent de les separer 
des peptides non modifies lors d'une seconde chromatographie. Ces peptides sont analyses 
par spectrometrie de masse. Cette technique offre done la possibility de selectionner au sein 
d'une fraction complexe un sous-ensemble de peptides specifiques contenant des acides 
amines qui peuvent etre modifies chimiquement ou enzymatiquement. 
proteomique EvN-2009-01-30 
Ces emprunts surviennent meme s'il existe un equivalent francais en bonne et due forme, 
comme nous le voyons dans la fiche qui suit: 
16 
peptide mass fingerprinting INPRO 2002 77 
— is a protein identification technique in which MS is used to measure the masses of 
proteolytic peptide fragments. The protein then is identified by matching the measured 
peptide masses to corresponding peptide masses from protein or nucleotide sequence 
databases. — works well for analytical proteomics because it combines a conceptually 
simple approach with robust, high throughput instrumentation //. 
carte peptidique massique 







Concretement, la proteine est digeree par une protease specifique / / . La proteine peut 
etre identified en comparant la carte peptide massique obtenue experimentalement aux — 
s theoriques deduites de chacune des sequences presentes dans les banques de donnees 
proteiques (en effectuant une digestion in silico de chacune de ces proteines par la 
trypsine). 
On peut compter en premier lieu sur le peptide mass fingerprinting ou l'identification 
repose sur la mesure de masse de fragments peptidiques, generes en particulier par la 
trypsine a partir de la proteine a identifier; 1'interrogation de banques de donnees 
peptidiques permet le plus souvent de dormer l'identite de la proteine avec une forte 
probability. 
proteomique EvN-2009-01-21 
Malgre la presence de nombreux emprunts a la langue anglaise en proteomique, nous 
avons remarque que le domaine commence a s'enrichir de termes francais, ce qui augure 
bien pour l'avenir de cette science, a long et a moyen terme. 
Le present memoire, se veut un document facile a consulter. Nous esperons qu'il sera le 
premier de nombreux autres ouvrages terminologiques traitant de la proteomique qui 
contribueront a enrichir la langue francaise de nouveaux termes, dormant ainsi l'occasion 




2D gel electrophoresis PROTI 2005 13 
See: two-dimensional gel electrophoresis 
2-DE 
Voir : two-dimensional gel e 
proteomique 





2D gel electrophoresis PROTI 2005 13 
See: two-dimensional gel electrophoresis 
2-D electrophorese MOLEC 2007 http://www.molecularstation.co 
m/fr/proteomics/2-D-two-
dimensional-gel-electrophoresis/ 
Voir : two-dimensional gel electrophoresis 
proteomique EvN-2009-02-
23 
2D gel electrophoresis PROTI 12005 13 
See: two-dimensional gel electrophoresis 
2-D electrophorese de gel MOLEC 2007 http://www.molecularstation.com 
/fr/proteomics/2-D-two-
dimensional-gel-electrophoresis/ 
Voir : two-dimensional gel electrophoresis 
proteomique EvN-2009-02-23 
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alternative splicing MIFIG 1999 http://genome.cshlp.org/content/9 
/12/1288.abstract 
~ can produce variant proteins and expression patterns as different as the products of 
different genes, yet the prevalence of alternative splicing has not been quantified. Here 
the spliced alignment algorithm was used to make a first inventory of exon-intron 
structures of known human genes using EST contigs from the TIGR Human Gene Index. 
The results on any one gene may be incomplete and will require verification, yet the 
overall trends are significant. Evidence of alternative splicing was shown in 35% of 
genes and the majority of splicing events occurred in 5' untranslated regions, suggesting 
wide occurrence of alternative regulation. Most of the alternative splices of coding 
regions generated additional protein domains rather than alternating domains. 
epissage alternatif BERAL 2001 8-9 
Un interet physiologique considerable est associe au decoupage des genes en introns et 
exons : il s'agit de 1'—, qui permet, a partir d'un gene donne, d'obtenir differentes 
proteines, assurant parfois des fonctions nettement differentes, selon les exons conserves 
dans l'ARN mature. // L'~ peut modifier le ligand reconnu pour un recepteur ou une 
proteine d'adhesion, la localisation cellulaire de la proteine, sa phosphorylation, la 
reconnaissance d'un substrat par une enzyme. 
proteomique EvN-2009-01-13 
biomarker ROLUN 2006 253 
/A/ — /is a substance made of p/roteins that can be used to diagnose and monitor a 
specific disease process including the study of the effect of therapeutic intervention. 
Changes in ~ expression in fluids, cells or tissues are used as surrogate markers; —s are 
not unique entities that are only discovered by proteomic technology; —s can be 
described as analytes used in clinical biomarkers. 
biomarqueur BIOMA 2006 66 
Dans son principe, un —, est un indicateur qui permet de diagnostiquer une maladie, de 
suivre son evolution ou de predire Taction d'un medicament. C'est soit une molecule 
(ADN, proteine...) soit une image (taille d'une tumeur), etc. Une premiere difficulte 
reside dans 1'identification des —s potentiels, etape qui necessite de maitriser une tres 




carte peptidique massique STRA 
P 
2001 2-3 
Voir: peptide mass fingerprinting 
proteomics EvN-2009-01-21 
clinical proteomics ROLUN 2006 239 
~ can be described as the use of proteomic technologies to address issues in the 
diagnosis and treatment of disease. 
proteomique clinique PROCL 2007 463 
Cet article de synthese se penche sur une nouvelle discipline biologique et medicale, la 
« — ». Cette approche « post-genomique » vise a utiliser l'etude du proteome, c'est-a-
dire de Fensemble des peptides et proteines presents dans un echantillon biologique, 
pour dormer une information diagnostique, pronostique ou de suivi therapeutique des 
pathologies humaines. 
proteomique EvN-2009-02-29 
COFRADIC GEGOM 2003 
See: combined fractional diagonal chromatograp 





Voir : combined fractional diagonal chromatography 
proteomique EvN-2009-01-23 
20 














Current non-gel techniques for analyzing proteomes rely heavily on mass spectrometric analysis 
of enzymatically digested protein mixtures. Prior to analysis, a highly complex peptide mixture is 
either separated on a multidimensional chromatographic system or it is first reduced in 
complexity by isolating sets of representative peptides //. Recently, we developed a peptide 
isolation procedure based on diagonal electrophoresis and diagonal chromatography. We call it — 
(COFRADIC). 








La technique COFRADIC (--) fait egalement partie d'une approche proteomique sans gel. Son 
concept repose sur la separation de peptides issus d'une fraction complexe par une 
chromatographic primaire. Dans chaque fraction, un ensemble de peptides est modi fie par une 
reaction chimique specifique (par exemple par oxydation des methionines). Ces peptides 
modifies acquierent des proprietes chromatographiques alterees qui permettent de les separer des 
peptides non modifies Iors d'une seconde chromatographic Ces peptides sont analyses par 
spectrometrie de masse. Cette technique offre done la possibility de selectionner au sein d'une 
fraction complexe un sous-ensemble de peptides specifiques contenant des acides amines qui 
peuvent etre modifies chimiquement ou enzymatiquement. 
proteomique EvN-2009-01-30 
comparative proteomics ROLUN 2006 94 
See: quantitative proteomics 
proteomique comparative MIZIV 2005 14 
Voir: quantitative proteomics 
proteomique EvN-2009-01-23 
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conjugated protein WEMED 1999 136 
















~ /ou/ heteroproteine /est le n/om d'ensemble des composes organiques formes de 
proteines associes a des substances non protidiques : chromoproteines, glycoproteines, 
lipoproteines, nucleoproteines et phospho-proteines. 
Les proteines donnent par degradation hydraulique soit des acides amines (holoproteines 
ou proteines simples), soit des acides amines et des substances non-azotees diverses : 
glucides, lipides, pigments, etc. (—s ou proteines conjuguees). 
proteomique EvN-2009-01-29 
descriptive proteomics STERU 2000 489 
A core component of proteomics is the ability to systematically identify every protein 
expressed in a cell or tissue as well as to determine the salient properties of each protein 
(e.g. abundance, state of modification, involvement in multi-protein complexes, etc.). 
The technology for such analyses integrates separation science for the separation of 
proteins and peptides, analytical science for the identification and quantification of the 
analytes, and bioinformatics for data management and analysis. Its initial implementation 
consisted of the combination of high-resolution two-dimensional gel electrophoresis 
(2DE), using IEF (isoelectric focusing)/SDS-PAGE gel, for the separation, detection and 
quantification of individual proteins present in a complex sample with mass spectrometry 
and sequence database searching for the identification of the separated proteins // . This 
technique and variations thereof// have been used to identify and catalog large numbers 
of proteins present in a complex sample and to represent them in a proteome database, a 
process we refer to here as '--'. 
proteomique descriptive MIZIV 2005 14 
/L/a — permet d'etablir un inventaire des proteines presentes a un moment donne. La 
proteomique "inventaire" permet en plus de caracteriser ces proteines : identification de 
la structure primaire, correction des annotations des sequences genomiques, preuves 
experimentale de l'expression du gene, localisation de la proteine, composition des 
complexes proteiques, modifications post-traductionnelles. Dans la — l'objet de 1'analyse 
est done uniquement centre sur la proteine en elle-meme. 
proteomique EvN-2009-02-27 
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differential proteomics GENEN 2007 http ://www. genencor. com/cms/conne 
ct/genencor/technologv/protein che 
mistrv/proteomics/proteome and too 
ls/proteome and tools en.htm 
— makes qualitative and quantitative comparisons of proteomes under different 
conditions. This knowledge enables us to unravel the mysteries of biological processes. 
proteomique differentielle SCIEN 2004 http://www.ird.fr/fr/actualites/ioumal 
/dossiers/biotech.pdf 
On peut distinguer differentes applications de la proteomique : 
• La proteomique descriptive, dans laquelle il s'agit d'obtenir une vision de l'ensemble 
des proteines exprimees sous la forme d'une cartographie ou d'une liste de proteines. 
• La —, ou il s'agit de comparer les proteines presentes dans differentes conditions et 
done de mettre en evidence celles dont l'expression a ete modifiee. 
proteomique EvN-2009-01-29 
DNase I footprinting MOLEB 2001 31 
— was developed by Galas and Schmitz in 1978 as a method to study the sequence-
specific binding of proteins to DNA //. In the technique, a suitable uniquely end-labeled 
DNA fragment is allowed to interact with a given DNA-binding protein and then the 
complex partially digested with DNase I. The bound protein protects the region of the 
DNA with which it interacts from attack by the DNase // . The technique can be used to 
determine the site of interaction of most sequence-specific DNA-binding proteins but has 
been most extensively applied to the study of transcription factors // . Thus, — is the most 
likely of all the footprinting techniques to detect a specific DNA-protein interaction. 
empreinte a la DNAse-1 LECLE 2009 http://ist.inserm.fr/BASIS/elgis/fqmat 
/atelier/DDD/1413.doc 
Technique d'—: 
Cette technique dite de "foot-printing" a ete decrite par Osborn et coll. (28). Elle consiste 
a incuber un fragment d'ADN avec des proteines d'extraits nucleaires. Si une region cis 
est reconnue par des facteurs trans, elle sera "protegee" et ne sera done pas digeree par la 
DNAse-I. Au cours de nos recherches, nous avons trouve les synonymes suivants : 
empreinte a la DNAse, empreinte a la DNase dans 1 
proteomique EvN-2009-01-13 
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expression proteomics ROLUN 2006 239 
—, defined in this specific context as the use of proteomic technology to study the effect 
of external perturbations on protein expression as measures by stable isotope labelling, 
will possibly be useful in drug discovery; it may be more useful in the study of the effect 
of new drugs on cellular function as part of a preclinical toxicology program. 
proteomique d'expression PROTA 2004 http://www.erudit.org/revue/rn 
s/2004/v20/n5/008428ar.html 
L a -
Dans cette branche de Fanalyse proteomique, on cherche a identifier les genes exprimes 
dans une condition donnee, mais aussi a determiner les quantites de chaque proteine 
presentes dans l'objet biologique etudie, en prenant autant que possible en compte les 
















-- /is/ the branch of genomics that determines the biological function of the genes and their 
products /./ 
The challenge of characterizing ESTs linked to complex diseases is like interpreting sharp 
images on a blurred background and therefore requires a multidimensional screen for --
("functionomics") in tissues, mice and zebra fish model, which intertwines various 
approaches and readouts to study development and homeostasis of a system. 
Consider the 'unknome', which describes the large proportion of genes for which there is 
currently no functional information / / . Then there is 'functomics', which I first thought 
might be in tribute to Bootsy Collins, but turns out to be another phrase for '--'//. 
genomique fonctionnelle PLANG 2005 http://www.planeteeene.com/rubr 
ique/notions-cles/la-genomique-
fonctionnelle 
La — est une nouvelle discipline qui a emerge dans le prolongement du decryptage des 
genomes et dont l'objet est la comprehension du fonctionnement de la cellule. 
proteomique | EvN-2009-01 -13 
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functional proteomics ROLUN 2006 5 
~ /is the s/tudy of changes in protein expression within the proteome //. 
proteomique fonctionnelle HONDE 2006 196 
Au-dela de l'analyse differentielle, la proteomique offre maintenant la possibility 
d'explorer les interactions proteine-proteine et les reseaux de signalisation 
intracellulaires qui gouvernent le phenotype et plus generalement le comportement des 
cellules cancereuses. Ce domaine d'activite que Ton appelle ~ est actuellement en plein 
essor et est d'un interet primordial pour l'analyse des mecanismes moleculaires de la 
cancerisation. 
proteomique EvN-2009-01-25 
functionomics FUNCT 2002 http://www. ncbi .nlm. nih. gov/pubmed 
/12432964 
See: functional genomics 
proteomique EvN-2009-01-25 
functomics ALBUM 2006 383 
See: functional genomics 
proteomique EvN-2009-02-09 
genome ROLUN 2006 5 
— /is t/he complete gene complement of any organism, contained in a set of 
chromosomes in eukaryotes, a single chromosome in a bacteria or a DNA or RNA 
molecule in viruses // . 
genome GAURE 2000 41 
A ce propos, rappelons-nous que le terme — n'est pas non plus depourvu d'ambiguifte. 
Generalement, il designe la macromolecule d'ADN contenue dans les chromosomes, 
alors qu'il existe de l'ADN non chromosomique, dans les plasmides des bacteries et dans 
les organites (mitochondries ou chloroplastes, par exemple) des organismes eucaryotes. 
Le terme designe // l'ensemble des genes d'un organisme. 
proteomique EvN-2009-02-27 
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genomics ROLUN 2006 5 
— /is t/he study of the structure and function of the genome, including information about 
the sequence, mapping and expression and how genes and their products work in the 
organism. 
genomique GENOF 2009 http://www.spectrosciences.com 
/spip.php?article85 
La ~ est done la science qui se propose d'etudier la structure, le fonctionnement et 
revolution des genomes. 
proteomique EvN-2009-01-
13 
heteroproteide DIMAN 2004 226 M 
Voir: conjugated protein 
proteomique EvN-2009-01 -31 
heteroproteine DIMAN 2004 226 F 
Voir: conjugated protein 
proteomique EvN-2009-01-31 
holoproteine DIMAN 2004 229 
Voir: simple protein 
proteomique EvN-2009-01 -23 
ICAT ROLUN 2006 113-114-115 
See: isotope-coded affinity tag 
ICAT PINEA 2006 377-378 
Voir : isotope-coded affinity tag 
proteomique EvN-2009-02-19 
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interaction proteomics CARDI 2007 http://www.eenomicglossaries.c 
om/content/proteomics categori 
es.asp 
~ /refers to p/rotein-protein interactions lie at the heart of most cellular processes ... A 
complete understanding of cellular function depends on a full characterization of the 
complex network of cellular protein-protein associations .... Alternative proteomics 
technologies are being developed to complement the two-hybrid system. These methods 
reveal direct protein-protein interactions by using protein affinity chromatography. 
Protein affinity chromatography, as developed by Greenblatt, Alberts, and colleagues, 
has the disadvantage of requiring purified proteins as reagents, but it is superior to the 
two-hybrid approach because it generates fewer false positives and is more amenable to 
high-throughput screening. 
proteomique d'interactions PROTA 2004 http://www.erudit.org/revue/ms/ 
2004/v20/n5/008428ar.html 
L a -
Dans cette branche de Fanalyse proteomique, l'enjeu est de determiner les interactions 
physiques entre les proteines d'une meme cellule, et les eventuelles variations de la 
composition de ces complexes multiproteiques dans differentes situations biologiques. 
proteomique EvN-2009-01-29 








Specifically, Aebersold and coworkers developed a somewhat complex reagent composed of 
a "tag" that bound to a/n/ affinity matrix facilitating purification of a labelled peptide or 
protein, a "linker' region that can be labelled with a "heavy" isotope such as deuterium in 
place of hydrogen, and a reactive probe such as an a-ketohalo function analogous to 
iodoacetamide. These reagents, described as ~s (ICAT) enable the relatively specific 
introduction of a deuterium-label/1/ed moiety on the sulfydryl groups in a protein mixture. 








La technologie ICAT (pour --) developpee a l'origine par Gygi et al., (1999) // consiste a 
utiliser des etiquettes (tags) isotopiques distinctes pour marquer specifiquement par liaison 
covalente les cysteines des proteines issues de deux echantillons a comparer. Les 
echantillons biologiques sont marques differentiellement par une etiquette biotinylee legere 
ou lourde (porteuse de 8 atomes de deuterium), puis melanges de facon equimolaire. Le 
melange est ensuite digere par une protease et les peptides de digestion etiquetes sont separes 
par affinite sur colonne d'avidine avant d'etre traites par spectrometrie de masse. Chaque 
peptide etiquete sera visualise sous la forme d'une paire d'ions d0ICAT/d8ICAT differant de 
8 unites de masse. L'avantage majeur de cette technique resulte dans la possibility de 
quantifier les proteines venant de deux echantillons distincts au cours d'une meme analyse 
nanoLC-MS. Les peptides pour lesquels une expression differentielle est mise en evidence 











— (MS) /is/ a technique that allows investigators to separate proteins based on their mass 
to charge ratio {mix). The m/z for each protein allows them to be identified and 
quantified from complex mixtures. 
spectrometrie de masse PROTA 2004 588 
/L/'electrophorese bidimensionnelle permet de separer plusieurs centaines de formes 
proteiques, et en particulier un grand nombre de variants post-traductionnels, avec une 
dimension quantitative et une capacite unique de separer des proteines entieres. La ~ 
apporte quant a elle sa capacite a caracteriser les proteines ainsi separees avec force 
details, comme 1'identification de modifications post-traductionnelles atypiques, et bien 
sur la determination de leur site // . Si cette technique a fait ses preuves, elle a aussi 
montre ses limites en termes de spectre d'analyse, par exemple des proteines minoritaires 
et membranaires // ,ou en termes de debit d'analyse et de miniaturisation. 
proteomique EvN-2009-01-31 











MALDI-TOF is the standard acronym for --. The first part MALDI refers to the source, whereas 
the TOF refers to the mass analyzer. The term "MALDI" actually describes a method of 
ionization, but frequently is used in the proteomics literature as shorthand MALDI-TOF. 
Matrix-assisted laser destruction/ionization (MALDI) creates ions from the energy of a laser with 
the help of an energy absorbing matrix // . The molecules to be ionized are desiccated in a 
crystalline matrix and the laser causes excitation of the matrix and the ejection of ions into gas-
phase. This method of ionization is often used in conjunction with time-of-flight detection 
(MALDI-TOF) to identify proteins by peptide mass fingerprinting. // The masses of peptides 
derived from an in-gel proteolytic digestion of protein spots from a 2D gel are measured and 
searched against a computer generated list of peptides created by a simulated digestion of a 
protein database using a specific protease such as trypsin. // The power of this approach has 
increased due to the advances in automation such as hundreds of proteins can be visualised, 
excised, digested enzymatically, and their mass determined and automatically searched against 
databases. 
desorption et ionisation laser assistees par une matrice - temps 
de vol 











MALDI-TOF /(/matrix assisted laser desorption ionisation - time of flight 1)1 — /est une 
t/echnique de separation de peptides et de proteines selon leur masse. Les molecules sont 
deposees sur une cible. Un laser UV permet l'ionisation et la desorption par 
l'intermediaire d'une matrice adjuvante. La separation se fait par la mesure du temps de 









See: matrix assisted laser destruction ionization-time of flight 
MALDI-TOF PROCL 2007 465 
Voir: desorption et ionisation laser assistees par une matrice -
proteomique EvN-2009-01-20 
temps de vol 
MS PRODG 2003 336 
See: mass spectrometry 
proteomics EvN-2009-01-21 
MS/MS DIKNO 2005 41-242-243 
See:Tandem mass spectrometry 
MS/MS STRAP 2001 3 
Voir : Tandem mass spectrometry 
proteomique EvN-2009-01-22 
MuDPIT ROLUN 2006 225 











multidimensional protein identification 
technology 
MuDPIT 
ROLUN 2006 225 
While different separation modalities are used, the general concept of this — (MuDPIT) 
is the use of orthogonal techniques; in this large majority of studies, an ion-exchange 
column is the first separation phase and a reversed-phase column would be the second 
phase. 








Analyse d'un melange de proteines par la methode MUDPIT (—) 
A. Le melange de proteines est directement digere par la trypsine. B. Le melange 
complexe de peptides resultant de cette digestion est ensuite acidifie avec de l'acide 
acetique (AcOH). C. Le melange est depose sur un systeme compose de deux colonnes 
chromatographiques en tandem, relie a un spectrometre de masse (MS) en tandem : la 
premiere colonne est un echangeur fort de cations (CE), la deuxieme une phase inverse 
(PI). D. L'elution de la colonne echangeuse d'ions par une concentration donnee de sels 
(NH4HCO3) transfere une partie des peptides vers la colonne de phase inverse. 
proteomics EvN-2009-01-
20 
nucleoprotein WEMED 1999 467 
/A/ ~ /is/ a compound that consist of a protein (as a histone) conjugated with a nucleic 
acid (as a DNA) and that is the principal constituent of the hereditary material in 
chromosomes. 
Note: This term has two different translations in French: nucleoproteide and 
nucleoproteine. 
nucleoproteide DIMAN 2004 339-340 GEN 
/Une/ — /fait reference a t/oute heteroproteine constitute par l'union d'une proteine 
basique (protamine ou histone) a un acide nucleique (acide ribonucleique dans le 
ribonucleoproteide, acide desoxyribonucleique dans le desoxyribonucleoproteide). Les -




nucleoprotein WEMED 1999 467 
IAJ — /is/ a compound that consist of a protein (as a histone) conjugated with a nucleic 
acid (as a DNA) and that is the principal constituent of the hereditary material in 
chromosomes. 
nucleoproteine DIMAN 2004 340 SP 
/Une/ ~ /est une n/ucleoproteide dont le groupement prosthetique est un acide 





~s /represent/ any of various amides that are derived from two or more amino group of 
the one acid with the carboxyl group of another and are usually obtained by partial 
hydrolysis of proteins 
peptide DIMAN 2004 373 
/Un/ — /est une/ substance organique constitute par la condensation de plusieurs 
molecules d'acides amines, ou produit resultant de la degradation partielle des proteines. 
proteomique EvN-2009-02-
27 
peptide mass fingerprinting INPRO 2002 77 
-- is a protein identification technique in which MS is used to measure the masses of 
proteolytic peptide fragments. The protein then is identified by matching the measured 
peptide masses to corresponding peptide masses from protein or nucleotide sequence 
databases. — works well for analytical proteomics because it combines a conceptually 
simple approach with robust, high throughput instrumentation // . 
carte peptidique massique 







Concretement, la proteine est digeree par une protease specifique // . La proteine peut 
etre identifiee en comparant la carte peptide massique obtenue experimental ement aux — 
s theoriques deduites de chacune des sequences presentes dans les banques de donnees 
proteiques (en effectuant une digestion in silico de chacune de ces proteines par la 
trypsine). 
On peut compter en premier lieu sur le peptide mass fingerprinting ou l'identification 
repose sur la mesure de masse de fragments peptidiques, generes en particulier par la 
trypsine a partir de la proteine a identifier ; Tinterrogation de banques de donnees 
peptidiques permet le plus souvent de donner l'identite de la proteine avec une forte 
probability. 
proteomique EvN-2009-01 -21 
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peptide mass fingerprinting PROC 
L 
2007 468 
Voir: peptide mass fingerprinting 
Note: caique de 1'anglais utilise dans la langue francaise. 
proteomics EvN-2009-01-
21 
pharmacogenomic PHADE 2005 http://www.pubmedcentral.nih. gov/ar 
ticlerender.fcgi?tool=pmcentrez&arti 
d=1473028 
It is generally anticipated that — information will have a large impact on drug development 
and will facilitate individualized drug treatment. However, there has been relatively little 
quantitative modeling to assess how — information could best be utilized in clinical practice. 
pharmacogenomique | SWITA 12004 12 |ADJ 
Contrairement aux idees re9ues, la pharmacogenomique et la pharmacogenetique ne 
presentent pas vraiment un haut potentiel de discrimination. S'il est certain que les patients 
chez lesquels un medicament resterait sans effets ou provoquerait d'importants effets 
secondaires seront identifies par moyens —s, il est faux de deduire pour autant que ces 
groupes seront injustement traites. 
proteomique EvN-2009-01-22 
pharmacogenomics PRODG 2003 338 
/V/ery similar to pharmacogenetics, -- attempts to study genome-wide influences on the 
efficacy of medications. 
pharmacogenomique PISIL 2006 http://www.sciencedirect.com/science? ob= 
ArticleURL& udi=B6W8N-4M0S3FD-
1& user=IO& rdoc=l& frnt=& orig=searc 
h& sort=d&view=c& acct=C000050221 & 
version=l& ur1Version=0& userid=10&md 
5=d2c 16ib754dfff7fbd819f3 8155fecb I 
NO 
La — cherche a expliquer une partie de la variabilite de la reponse aux therapeutiques par la 
variabilite genetique des individus. 
proteomique EvN-2009-01-22 
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pharmacoproteomic PHARA 2004 http://www.ingentaconnect.com/cont 
ent/bsc/fcp/2004/00000018/0000000 
4/art00002 
The — approach could be particularly useful for the identification of molecular 
alterations implicated in type 2 diabetes and for further characterization of existing or 
new drugs. 
pharmacoproteomique BISOJ 2002 http://cat.inist.fr/?aModele=afficheN 
&cpsidt= 14533630 
ADJ 
Cette approche — semble particulierement interessante pour la recherche de nouvelles 
alterations moleculaires impliquees dans la physiopathologie du diabete de type 2 et/ou 
de l'obesite ainsi que pour l'identification des mecanismes des traitements deja existants 
ou a venir. 
proteomique EvN-2009-01-22 
pharmacoproteomics ROMAT 2005 24 
— /is/ the use of proteomics technologies in drug discovery and development. 
pharmacoproteomique PHARB 2002 http://www.centres-
pharmacovigilance.net/toulouse/bip3/ 
NO 
La technique de puces a ADN permet, a partir d'ARN messagers extraits d'un tissu, de 
recenser les genes differentiellement exprimes. Ainsi, ce procede permet d'etudier 
l'influence d'une pathologie // ou d'un traitement. La limite de cette technique repose sur 
Texces d'information sur un grand nombre de genes, connus ou inconnus. L'etape suivante 
consiste alors a identifier la fonction a ces genes isoles et a analyser le role des proteines 
issues de ces genes : c'est la —. 
proteomique EvN-2009-01-22 
phosphoprotein WEMED 1999 524 











/Le terme/ — (phosphoproteine) /fait reference a t/oute proteine contenant de l'acide 
phosphorique. Les phosphoproteines sont des constituants normaux du lait, du jaune 
d'oeuf et des cellules animales. 



















— /is/ covalent modification of a protein following translation of the RNA to form the 
polypeptide chain. Such modification may or may not be enzyme catalyzed (y-
carboxylation vs. nitration) and may or may not be reversible (phosphorylation vs. y-
carboxylation). 
posttranslational modifications (PTMs) are dynamic protein modifications responsible for 
the regulation of diverse biological properties of the modified proteins. Many, if not all, 
proteins are subject to posttranslational processing and modification. 




De nombreuses modifications chimiques se produisent apres l'incorporation des acides 
amines dans la structure primaire de la proteine (traduction) ; on les appelle — s. On 
distingue des modifications cotraductionnelles qui se produisent alors que la traduction se 
poursuit encore et que le peptide naissant est encore attache au ribosome qui l'a construit, 
des —s proprement dites qui ont lieu dans la cellule, dans les organites ou hors de la cellule. 
proteomique EvN-2009-
01-22 
posttranslational modification DIKNO 2005 64 
See: post-translational modification 
proteomics EvN-2009-01-21 
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proteasome DAVCO 2003 293 
The — is a protein shredder. At its heart is a tube of 28 proteins with protein-cutting 
machinery on the inside. Proteins are fed through the tube and cut into small peptides, 
which are then rapidly cut into individual amino acids by other peptidases and recycled 
to build new proteins. 
proteasome BIOMO 2006 131 
/L/e repliement tridimensionnel proteique, qui a lieu au cours de la traduction et juste 
apres, peut faire intervenir des proteines chaperons qui aident et peuvent dormer une 
seconde chance a certaines chaines polypeptidiques mal repliees. Quand ces 
mecanismes de sauvetage echouent, un autre mecanisme est mis en jeu, qui aboutit a la 
destruction de la proteine par proteolyse. Cette voie debute par 1'identification de 
regions hydrophobes anormales a la surface des proteines et aboutit a la destruction de 
ces proteines par un complexe cytosolique appele le --. 
proteomique EvN-2009-02-21 





protein WEMED 1999 563 NO 
~ /refers to/ any of numerous naturally occurring extremely complex substances that 
consist of amino-acid residues joined by peptide bonds, contain the elements carbon, 
hydrogen, nitrogen, oxygen, usually sulfur, and occasionally other elements (as 
phosphorus or iron), and include many essential biological compounds (as enzymes, 











— /est le n/om d'ensemble des composes organiques azotes, animaux et vegetaux, dont 
la molecule se compose de nombreux acides amines et qui jouent un role essentiel dans 
une matiere vivante. 
























— /refers to a material/ relating to or of the nature of protein. 
~ /means/ proteinic. 
proteinous /means/ —. 
Protein /refers to a material/ of the nature of or containing protein. 
proteique DIMAN 2004 410 
~ /est tout ce qui fait reference ou q/ui est de la nature des proteides, des proteines en 
general. 
proteomique EvN-2009-02-06 
proteine conjuguee DIMAN 2004 409 
Voir: conjugated protein 
proteomique EvN-2009-01-23 
proteine simple DIMAN 2004 409 
Voir: simple protein 
proteomique EvN-2009-01-23 









proteolysis WEMED 1999 564 
— /refers to/ the hydrolysis of proteins or peptides with formation of simple and soluble 
products (as in digestion) // . 
proteolyse D1MAN 2004 410 
~ /designe le p/rocessus de degradation des proteines. Au cours de la digestion ou dans 
les tissus, la ~ est activee par des enzymes proteolytiques (proteinases), qui coupent les 
proteines en peptides et les peptides en acides amines / / . 
proteomique EvN-2009-02-06 
proteome 
/The/ - /is/ the complete col 
time. 
proteome 
PRODG 2003 338 
ection of proteins in a cell/tissue/organism at a particular 
BERAL 2001 139 





A good first step in interpreting glc 
biological context / / . 
proteomique PROTA 
2006 69 
bal — datasets is to place the identified proteins into a 
2004 587 ADJ 
Dans cette branche de 1'analyse —, on cherche a identifier les genes exprimes dans une 
condition donnee, mais aussi a determiner les quantites de chaque proteine presentes 
dans Fobjet biologique etudie, en prenant autant que possible en compte les differents 
variants de proteines provenant par exemple de modifications post-traductionnelles. 
proteomique EvN-2009-02-60 
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proteomics DICTI 2009 http://dictionarv.reference.co 
m/browse/proteomics 
— /refers to t/he analysis of the expression, localizations, functions, and interactions of 
proteomes. 
proteomique VEROM 2001 27 NO 
La ~ est l'etude de la fonction, de la regulation et de l'expression des proteines en 
relation avec la fonction normale des cellules, et ce, selon le declenchement ou la 
progression de leur malfonctionnement. 
proteomique EvN-2009-02-06 
protide DIMAN 2004 411 
Voir: protein 
proteomique EvN-2009-02-06 
PTM DIKNO 2005 64 











~ refers to the use of the aforementioned alkylating agents (ICAT) and fluorescent dyes 
for the labeling of proteins and peptides prior to analysis. ~ has also been described as 
comparative proteomics. — uses reagents that can measure differences in protein 
expression in paired experimental samples and permitted the analysis of changes in 









~ : L'etude comparative de proteomes est un moyen puissant d'analyser, au niveau 
moleculaire, la reponse dynamique a un stress, a la fixation d'un ligand sur son 
recepteur, a l'expression d'un transgene. 11 s'agit alors de comparer les quantites 
respectives des proteines presentes dans tel ou tel compartiment de cellules normales et 
stressees. Actuellement, une telle approche n'est possible (avec de nombreuses limites) 
qu'a travers la separation des proteines par gel 2D. 
IU a proteomique comparative est basee sur l'analyse des modifications du proteome 
en reponse par exemple a un stress. L'objet analyse dans ce cas est la relation entre les 
proteines et les phenomenes physiologiques mis en oeuvre face au stress. 
proteomique EvN-2009-01-23 
SELDI-TOF RECAP 2004 10 
See: surface enhanced laser desorption-ionization-time of flight 
SELDI-TOF SOBOM 2005 723 
Voir : surface enhanced laser desorption-ionization-time of flight 
proteomique EvN-2009-01-22 
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simple protein DICTI 
/A/ — /is/ a protein that yields only 









amino acids and no other major products when 









/Une/ ~ // (f. holoproteine) /est une p/roteine dont l'hydrolyse complete ne libere que des 
acides amines, a l'exclusion de toute autre substance, par opposition aux heteroproteides. 
Le mot « proteine »lui-meme designe habituellement une holoproteine. 
Les proteines donnent par degradation hydrolytiques soit des acides amines 
(holoproteines ou proteines simples), soit des acides amines et des substances non 
azotees diverses : glucides, lipides, pigments, etc. 
proteomique EvN-2008-07-
07 
structural genomics CHEMI 2003 http://pubs.acs.org/cen/coverstory 
/8149/8149genomics 1 .html 
~ focuses on the physical aspects of the genome through the construction and 
comparison of gene maps and sequences, as well as gene discovery, localization, and 
characterization. 
genomique structurale GENOM 2005 http://www.inra.fr/la science et 
vous/dossiers scientifiques/geno 
mique 
/L/a — // decrit l'organisation du genome, realise son sequencage et dresse l'inventaire 




ROLUN 2006 8 




STRUP 2004 i 
La — implique l'etude de la structure tridimensionnelle de toutes les proteines d'un 
proteome. Comme la determination de la structure d'une proteine est un processus 












A related system, termed SELDI-TOF (--) is a proprietary variant of MALDI-TOF in which 
chip surfaces displaying selected chemical characteristics are used to capture a subset of 
proteins in a sample and then laser-induced ionization from the chip surface generates 
peptide ions // . SELDI-TOF MS has been most commonly done with a small linear TOF 
mass analyzer that displays high sensitivity but limited resolution and mass accuracy and is 
operated in the linear mode. 








Recemment, des avancees methodologiques en spectrometrie de masse ont ouvert des 
perspectives interessantes pour Identification de nouveaux marqueurs tumoraux. Parmi 
celles-ci, la plate-forme SELDI-TOF (--) presente de nombreux avantages par rapport aux 
autres techniques, notamment en raison de sa simplicite d'utilisation, de sa sensibilite et de 
sa capacite d'analyse a haut debit des echantillons (pres de 800/jour). Cette technique 
permet la separation, la detection et 1'analyse de proteines, directement a partir de 
l'echantillon biologique avec une sensibilite de l'ordre de la femtomole / / . Elle est 
toutefois limitee par la gamme de masse proteique analysable, avec une tres bonne 
detection pour les proteines inferieures a 20-30 kDa et une sensibilite moindre pour les 
proteines de plus hautes masses. 
proteomique EvN-2009-02-06 
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The tandem affinity purification (TAP)-tag has rapidly gained a wide popularity, mostly in 
studies on protein interactions, but lately also in large-scale protein quantification studies. 
We have developed an immuno-quantitative real-time PCR (qPCR) method to achieve rapid, 
sensitive and accurate quantification of TAP-tagged (and protein A-tagged) proteins in yeast 
with a detection range between 107 and 1010 molecules. The immuno-qPCR protein 
quantification showed an excellent correlation to the published in vivo fluorescent protein 
(GFP)-based large-scale protein quantifications, but allowed for a much higher sensitivity. 
The correlation with published data from the large-scale Western blotting-based 
quantification of the TAP-tag was lower, but the sensitivity of detection was on roughly the 
same level. The practical use of the immuno-qPCR approach was demonstrated by analysis 
of osmo-regulated proteins, where the 2000-fold increase in expression of Catalase (Cttlp), 
from an extremely low basal expression, could be accurately quantified. All steps of the 
method, from cell growth, to protein extraction and determination and the immuno-qPCR 
reaction itself are potentially amenable to automatization. Therefore, since the TAP-tag and 
protein A are useful in most model organisms, the immuno-qPCR method is both generic 
and suitable for large-scale studies. 












Ces limites n'existent pas dans l'autre technique utilisee en proteomique d'interaction, le 
TAP-TAG (--) //. Dans cette approche, ce sont les complexes presents dans la cellule 
d'interet qui sont extraits puis analyses. De ce fait, l'influence des modifications post-
traductionnelles est prise en compte. En revanche, la difficulte de cette approche est de deux 
ordres. Le premier est de diminuer les interactions non specifiques. Ce probleme majeur des 
techniques d'affinite (immunoprecipitation par exemple) a ete resolu par la structure de 
l'etiquette d'affinite et le schema de purification en tandem //. En revanche, le deuxieme 
probleme, celui de l'extraction des complexes, reste non resolu. En effet, des interactions 
proteine-proteines labiles, qui sont detectables dans la cellule par la technique du double 
hybride, peuvent ne pas survivre au processus d'extraction utilise. A contrario, le processus 
de lyse cellulaire peut aussi induire des interactions artefactuelles. Cependant, cette 
technique permet de determiner des complexes proteiques a Fechelle de cellules entieres //. 
Analyse de complexes par une methode de type TAPTAG (--). A. La cellule d'interet est 
transfectee avec une construction codant pour la proteine « appat » (en rose), dont on veut 
determiner les partenaires, fusionnee avec le module de purification (en noir). B. Le 
complexe bati autour de la proteine « appat » est extrait de la cellule, puis (C) purifie par 










41 and 242-243 
41 and 242-243 
Peptidique "sequencing" can be performed in real-time during an LC-MS analysis using 
a specialized MS procedure known as — (MS/MS). In MS/MS experiments, individual 
peptide precursor ions are first detected using a precursor ion scan, and then 
electromagnetically isolated by the MS system as they elute from the column and enter 
into the system via the ESI source // . The isolated peptides are subsequently subjected to 
energetic collisions in order to induce peptide fragmentation. 
— (MS/MS) provides a means for fragmenting a mass-selected ion and measuring the 
mass-to-charge ration (m/z) of the product ions that are produced during the 
fragmentation process, generating detailed structural information as a result. The mass 
selectivity of many commercial MS systems permits the isolation of single precursor 
peptide ions from mixtures, thereby removing the contribution of any other peptide or 
contaminant from the sequence analysis step. The product ion spectra can subsequently 
be interpreted to deduce the amino acid sequence of a protein. 








Sequencage peptidique par — (MS/MS). 
Dans le cas de proteines inconnues, /c'est-a-dire/ non repertoriees dans les banques de 
donnees proteiques, l'identification par carte peptidique massique est inoperante. On 
utilise alors un spectrometre de masse en mode tandem (MS/MS) de type Q-TOF. U 
permet de selectionner un a un les peptides provenant de la digestion trypsique de la 
proteine etudiee / / . Chaque peptide est alors fragmente (par collision avec de l'argon) 
dans le spectrometre de masse ; l'analyse des fragments (spectre MS/MS) permet de 
determiner des elements de la sequence en acides amines du peptide // , sequence qui 
sera utilisee pour chercher a identifier la proteine dans les banques proteiques et 
genomiques //. 
proteomique EvN-2009-01-22 
TAP-tag KIRJO 2007 http://cat.inist.fr/?aModele=affich 
eN&cDsidt=19943736 
See: tandem affinity purification-tag 
TAP-TAG PROTA 2004 589 
Voir : tandem affinity purification by tag 
proteomique EvN-2009-02-23 
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TAP-tag KIRJO 2007 http://cat.iiust.fi7?aModele=affiche 
N&cosidt= 19943736 
See: tandem affinity purification-tag 
TAPTAG 
Voir : tandem affinity purification 
proteomique 
PROTA 2004 592 
by tag 
EvN-2009-02-23 
transcnptome NATUR 1999 http://cmbi.bjmu.edu.cn/cmbidata/pr 
oteome/reviews/04.pdf 
The generation of messenger RNA expression profiles is referred to as transcriptomics, 
as these are based around the process of transcription. And the complement of mRNAs 
transcribed from a cell's genome is called the --. 
transcnptome MATOR 2006 1162 
Le -- est l'ensemble des ARN messagers produits a partir du genome d'un tissu a un 
moment donne. C'est en quelque sorte rinstantane du genome actif. 
proteomique EvN-2009-02-06 
transcriptomics ROLUN 2006 2 
— is the study of DNA expression as measured by messenger RNA. 




La — est l'etude de l'expression totale des transcrits (ARNmessagers) des genes dans une 
cellule, un tissu ou un organisme donne. 
proteomique EvN-2009-02-06 
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trypsin WEMED 1999 721 
— /is the/ crystallisable proteolytic enzyme that is produced by the pancreatic juice in the 
form of inactive trypsinogen and activated in the intestine. 
trypsine DIMAN 2004 530 
/La/ — /est une e/nzyme du sac pancreatique de la classe des endopeptidases, provenant 
de 1'activation de son precurseur (trypsinogene) sous Taction de Fenterokinase et qui 
hydrolyse certains polypeptides, jouant ainsi un role dans la digestion intestinale des 
proteines. 
proteomique EvN-2009-01-23 
interaction proteomics CARDI 2007 http://www.genomicglossaries.c 
om/content/proteomics categori 
es.asp 
— /refers to p/rotein-protein interactions lie at the heart of most cellular processes ... A 
complete understanding of cellular function depends on a full characterization of the 
complex network of cellular protein-protein associations .... Alternative proteomics 
technologies are being developed to complement the two-hybrid system. These methods 
reveal direct protein-protein interactions by using protein affinity chromatography. 
Protein affinity chromatography, as developed by Greenblatt, Alberts, and colleagues, 
has the disadvantage of requiring purified proteins as reagents, but it is superior to the 
two-hybrid approach because it generates fewer false positives and is more amenable to 
high-throughput screening. 
proteomique d'interactions PROTA 2004 http://www.erudit.org/revue/ms/ 
2004/v20/n5/008428ar.html 
La~ 
Dans cette branche de l'analyse proteomique, l'enjeu est de determiner les interactions 
physiques entre les proteines d'une meme cellule, et les eventuelles variations de la 
composition de ces complexes multiproteiques dans differentes situations biologiques. 
proteomique EvN-2009-01-29 
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two-dimensional gel electrophoresis 







I hi technique called 2D gel electrophoresis was introduced, and this technique satisfied the 
resolving power requirement while conserving the quantitative aspect of the proteome. — has 
been the method of choice for the large-scale purification of proteins in proteomic studies. 
The 2D gel electrophoresis method can potentially separate several thousand proteins in a 
single experiment. 
electrophorese bidimensionnelle de gel 
2-D electrophorese 
2-DE 





















L'— (egalement abregee en 2-D electrophorese ou 2-DE) est une methode 
d'electrophorese de gel qui est generalement employee pour separer ou analyser tres 
semblable dans la taille, et egalement beaucoup de proteines telles que l'ensemble 
complet de proteines actuelles dans un temps donne de cellules immediatement, le 
proteome. 
/L/a 2-D electrophorese de gel separe les proteines dans deux dimensions, point 
isoelectrique et masse. Ceci permet la separation des proteines qui autrement ne 
pourraient pas etre separees ou distinguees sur les gels 1-D, y compris les proteines 











-- (Y2H) /is a/ proteomic method to detect protein-protein interactions. Variations of this 
method have been produced for mammalian and bacterial cells as well. The protein of 
interest is used as a bait to "fish out" proteins that bind to it (called prey) 
double-hybride PROTA 2004 589 
La premiere approche est celle du — // . Cette technique est maintenant bien etablie, et ses 
defauts, en particulier en termes de specificite des interactions mises en evidence, sont 
bien connus. Des progres recents ont cependant ete enregistres, en utilisant notamment 
des sequences correspondant a des domaines de proteines, et non a des proteines entieres. 
Le gain de specificite permet d'envisager des determinations d'interactions proteine-
proteine a l'echelle de cellules entieres // . Cependant, ce schema ne permet de 
determiner que des interactions binaires entre proteines. De plus, l'influence des 
modifications post-traductionnelles est sous-evaluee, dans la mesure ou seules celles 
presentes chez l'hote servant a realiser les experiences de — (generalement la levure) 
peuvent etre prises en compte. 
proteomique EvN-2009-02-23 
Y2H PRODG 2003 340 






ROLUN 2006 4 
— /is the i/dentification of proteins in the proteome by the use of reagents that measure 
biological activity; /it is/ most often used for enzymes where functional families of 
proteins can be identified. 
proteomics EvN-2009-01-13 








/An/ — (AMT) /is a/ peptide of sufficiently distinctive mass and elution time from liquid 
chromatography that can be used as a single identifier of a protein. 
proteomics EvN-2009-01-13 
affinity proteomics ROLUN 2006 
— /refers to t/he use of affinity reagents for the study of the proteome. 
proteomics EvN-2009-01-13 
albuminomics ALBUM 2006 383 
// '—' /is/ an area of research focusing on the interaction of plasma proteins with albumin 
and the biological significance of such interactions //. It was recognized very early on 
that the subliminal layers of the plasma proteome could only be revealed following the 
immunodepletion of high-abundance proteins such as albumin and immunoglobulin. 
proteomics I EvN-2009-01-13 
ampholyte ROLUN 2006 4 
/An/ — /is/ an amphoteric electrolyte. In proteomics, this term is used to describe a small 
multicharged organic buffer used to establish pH gradients in isoelectric focusing. 
proteomics EvN-2009-01-13 
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amphoteric ROLUN 2006 
— /is a term r/eferring to a molecule such as protein, peptide or amino acid capable of 
having a positive charge, negative charge or zero net charge. 
Note: When at a zero net charge, it is also referred to as zwitterion. 
proteomics EvN-2009-01-13 
AMT ROLUN 2006 4 
See: accurate mass tag 
proteomics EvN-2009-01-13 
bioinformatics ROLUN 2006 4 
~ /is t/he use of information technology to analyze data obtained from proteomic 
analysis. An example is the use of databases such as S WISSPROT to identify proteins 
from sequence information determined by the mass spectrometric analysis of peptides. 
proteomics EvN-2009-01-20 
bottom-up proteomics ROLUN 2006 
~ /refers to the i/dentification of unknown proteins by analysis of peptides obtained from 
unknown proteins by enzymatic (usually trypsin) hydrolysis. 
proteomics EvN-2009-01-20 
cardioproteomics CARDI 2007 http://www.genomicglossaries.co 
m/content/proteomics categories. 
asp 
— /refers to the study of p/roteins differentially expressed in normal and failing human 
hearts. 
proteomics EvN-2009-01 -29 
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Proteomics can be divided into expression proteomics, the study of global changes in 
protein expression, and —, the systematic study of protein-protein interactions through 
the isolation of protein complexes. 
proteomics EvN-2009-01-29 
cellular debridomics ALBUM 2006 384 
More recently, Alexander Lazarev (Pressure BioSciences, MA, USA) introduced the 
concept of'--' at the Cambridge Healthtech Institute 6th Annual Proteomics Sample 
Preparation Summit // . He was referring to the insoluble cellular debris that is typically 
removed centrifugally and often excluded from the analysis. 
proteomics EvN-2009-01-20 
chemical proteomics ROLUN 2006 4 
~ /refers to the/ use of chemical modification to identify enzymes in the proteome. 
proteomics EvN-2009-01 -20 
chemiproteomics ROLUN 2006 
i i 1 < 1 
— /refers to t/he use of small molecules as affinity materials for the discovery of specific 
binding proteins in the proteome. 
proteomics EvN-2009-01-20 
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chemoproteomics MABEV 2002 http://www.ncbi.nlm.nih 
.gov/sites/entrez 
The large number of small organic compounds now available for drug-lead screening has 
led to numerous methods for classifying molecular similarity and diversity, the aim being 
to restore a balance between the quantity and drug-like quality of compounds in small-
molecule libraries. Whereas structural and physicochemical attributes continue to be 
emphasized in compound selection for drug-lead screening, — - the use of biological 
information to guide chemistry - offers a highly efficient alternative to small-molecule 






— /is the p/roteomic analysis basec 
as an extract obtained from lysis o 
compared to reverse proteomics. 





on the direct analysis of the expressed proteome, such 
fa cell; /it is/ also referred to as forward proteomics as 
clinomics ROLUN 2006 5 
— /refers to the a/pplication of oncogenomics to cancer care. 
proteomics EvN-2009-01-20 
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combinatorial peptidomics MIREJ 2003 1,5,13 
The Combinatorial methodology utilises the peptidomics approach, in which protein samples 
are proteolytically digested using one or a combination of proteases prior to any assay being 
carried out. The second fundamental principle is the combinatorial depletion of the crude 
protein digest (i.e. of the peptide pool) by chemical crosslinking through amino acid side 
chains. Our approach relies on the chemical reactivities of the amino acids and therefore the 
amino acid content of the peptides (i.e. their information content) rather than their physical 
properties. — does not use affinity reagents and relies on neither chromatography nor 
electrophoretic separation techniques. It is the first generic methodology applicable to 
protein expression profiling, that is independent of the physical properties of proteins and 
does not require any prior knowledge of the proteins. Alternatively, a specific combinatorial 
strategy may be designed to analyse a particular known protein on the basis of that protein 
sequence alone or, in the absence of reliable protein sequence, even the predicted amino acid 
translation of an EST sequence. ~ is especially suitable for use with high throughput micro-
and nano-fluidic platforms capable of running multiple depletion reactions in a single 
disposable chip. 
-- relies on neither affinity reagents of any kind (whether antibodies, antibody-mimics, their 
fragments etc.) nor other chromatographic or electrophoretic separation techniques. ~ is the 
first generic methodology applicable to protein expression profiling, which is independent of 
the physical properties of proteins and does not require any prior knowledge of the proteins. 
— is suitable for studying both novel protein targets and for routine diagnostic applications. // 
— is the first generic proteomics technology, reliant on the information content of proteins 
and peptides for their separation and analysis. — approach compares to existing affinity 
based separation systems just as digital signal processing compares to analogue systems — it 
forms the basis of the high throughput proteomics technologies of the future. 
proteomics EvN-2009-01-20 
complexome CRYST 2001 http://www. 1 cro.com/genomic 
glossaries/omes.asp.htm 
~ /refers to the fact/ that many complex cellular processes, including control of the cell 
cycle and ubiquitin-dependent proteolysis, are carried out by sophisticated multi-subunit 
protein machines that are dynamic in abundance, post-translational modification state, 
and composition. To understand better the nature of the macromolecular assemblages 
that carry out the cell cycle and ubiquitin-dependent proteolysis, we have used mass 
spectrometry extensively over the past few years to characterize both the composition of 
various protein complexes and the modification states of their subunits. 
proteomics EvN-2009-01-20 
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contig ANSWE 2009 http://www.answers.com/Contig 
-- /is a/ group of cloned nucleotide sequences that are contiguous. 
proteomics EvN-2009-01 -28 
crystallomics CRYST 2001 http://www. 1 cro.com/geno 
micglossaries/omes.asp.htm 
— /refers to the p/roduction of highly purified protein samples and diffraction quality 
crystals. 
proteomics EvN-2009-01-29 
degradome CAQUG 2003 |9185 
The increasing complexity of human proteolytic systems has made necessary the 
introduction of global concepts and approaches to try to clarify the multiple questions 
that have arisen in the protease field. Thus, we have coined the term — to define the 
complete set of proteases that are produced at a specific moment or circumstance by a 
cell, tissue, or organism. Recently, and as part of our studies focused on trying to get a 
complete view of the human —, we observed the presence of three putative serine 
protease genes closely linked at a region of the short arm of chromosome 19. 
proteomics EvN-2009-01-29 
degradomics LOPOV 2002 http://www.nature.com/cgi-
taf7DvnaPage.taf?file=/nrm/jou 
rnal/v3/n7/abs/nrm858 r.html 
the application of genomic and proteomic approaches to identify the protease and 
protease-substrate repertoires, or 'degradomes', on an organism-wide scale — promises 
to uncover new roles for proteases in vivo. This knowledge will facilitate the 
identification of new pharmaceutical targets to treat disease. Here, we review emerging 
degradomic techniques and concepts. 
proteomics EvN-2009-01-29 
53 
diagnomics CRYST 2001 http://www. 1 cro.com/genomic 
glossaries/omes.asp.htm 
—: Molecular diagnostics with highly enhanced prognostics, diagnostics and therapeutic 
benefits. Combined with advanced genomic and proteomic technologies, MPMx 
[Millennium Predictive Medicine] is developing proprietary products that will shift 
medical care from current symptom-based therapeutics to those tackling the root causes, 
or pathogenesis, of diseases. 
proteomics EvN-2009-01-29 
electrophoresis/MS ROLUN 2006 5 
— /describes the technique used when p/roteins are separated by one-dimension or more 
often by two-dimentional gel electrophoresis. The separated proteins are subjected to in 
situ tryptic digestion and the peptides separated by liquid chromatography and identified 
by mass spectrometry. 
proteomics EvN-2009-01-20 
electrophoretic mobility shift assay 
EMSA 
gel retardation assay 
gel shift assay 



















— (EMSA) is used to detect protein complexes with nucleic acids. It is the core technology 
underlying a wide range of qualitative and quantitative analyses for the characterization of 
interacting systems. In the classical assay, solutions of protein and nucleic acid are combined 
and the resulting mixtures are subjected to electrophoresis under native conditions through 
polyacrylamide or agarose gel. After electrophoresis, the distribution of species containing 
nucleic acid is determined, usually by autoradiography of 32P-labeled nucleic acid. In 
general, protein-nucleic acid complexes migrate more slowly than the corresponding free 
nucleic acid. In this protocol, we identify the most important factors that determine the 
stabilities and electrophoretic mobilities of complexes under assay conditions. 
Electrophoretic mobility shift assay overview 
— (EMSA) also referred to as the gel retardation assay or gel shift assay, is a common 
technique used to characterize protein:DNA/RNA interactions. Gel shift assays are often 
performed concurrently with DNase footprinting, ChIP and primer extension assays. 
EMSA/gel assay is based on the observation that complexes of protein and DNA/RNA 
migrate through a nondenaturing polyacrylamide gel more slowly than freeDNA/RNA 













The ESI process produces ions through the application of a high potential voltage to a 
liquid solution containing the protein/peptide sample, typically made acidic (resulting in 
the peptides becoming protonated) prior to loading, that is sprayed out and nebulized 
from a narrow capillary tube or column under atmospheric pressure. // ESI acts as a 
perfect interface for coupling MS to solution-based peptide separation techniques like 
high performance liquid chromatography (LC) and capillary electrophoresis (CE). The 
peptides are generally stable under these conditions, hence the process is often referred 





See: electrophoretic mobility shift assay 
proteomics EvN-2009-01 -23 
EMSA/gel assay PROM 
E 
2009 24 
See: electrophoretic mobility shift assay 
proteomics EvN-2009-01-23 
enzymome OMICS 2008 http://www. genomicglossari 
es.com/content/omes.asp 
—: A biochemical genomics has already been described in which all proteins predicted 
from a proteome can be assayed for potential enzymatic activities (Martzen et. al, 1999). 
So far, only a few enzymatic reactions have been tested but it is likely that with 
increasing automation, large numbers of conditions will become testable. It is 
conceivable that a complete set of proteome's proteins could be tested, for the ability to 
modify post- translationally the same set of proteins with the goal of defining a complete 
proteomics EvN-2009-01-29 
55 
epitomics OMICS 2008 http://www.genomicelossaries.com/content/omes.asp 
—: A new field of science that studies all epitopes of the proteome in an organism. The 
understanding of epitope reveals the functions of these proteins. The word ~ derives 
from the combined words of epitope and omics. An epitope is a functional recognition 
site that binds by a specific monoclonal antibody. 
proteomics EvN-2009-01-29 
epitope OMICS 2008 http://www.genomicglossaries.com/content/ 
omes.asp 
The understanding of— reveals the functions of these proteins. The word Epitomics 
derives from the combined words of— and omics. An — is a functional recognition site 
that binds by a specific monoclonal antibody. 
proteomics EvN-2009-01-29 
ESI DIKNO 2006 39 
See: electrospray ionization 




— /refers to the s/tudy of the expression of genes important in adaptive responses to toxic 
exposures. 
proteomics EvN-2009-01-20 
expressome OMICS 2006 http://www.genomicgIossaries. 
com/content/omes.asp 
— is a slightly larger concept than transcriptome. Transcriptome is the set of transcripts, 
while ~ includes transcripts, proteins and other ligands (how much concentration). 
proteomics EvN-2009-01-20 
56 
expressomics OMICS 2006 http://www.genomicglossaries.co 
m/content/omes.asp 
— has two major branches/:/ RNA expression represented by transcriptomics and protein 
expression by proteomics / / . 
proteomics EvN-2009-01-20 
foldomics ALBUM 2006 383 
The suffix '-ome' is thought to derive from the Latin prefix 'omni-', meaning total or 
complete. Thus, '-omes' are intended to be a comprehensive description of all of the 
relevant components, both known and unknown, in a particular biomolecular subset. For 
example, the 'metallome' refers the total of all metal and metalloid species in an 
organism. The proposed '--' // which examines protein folding, seems to depart from this 
convention. 
proteomics EvN-2009-002-09 
forward proteomics ROLUN 2006 5 
See: classical proteomics 
proteomics EvN-2009-01 -20 
fragmentome 
—: Low molecu 
potential cancer 
OMICS 2008 http://www.genomicglossaries.com/co 
ntent/omes.asp 
ar weight metabolite, protein and peptide fragments being explored as 
biomarkers. 
proteomics EvN-2009-01 -29 
fragmentomics FRAGM 2007 http://www.inbi.ras.ru/competition/2007/a 
rticles/zamyatnin/6.pdf 
The term "--" is used for consideration of oligopeptide and protein fragments that are 
true biomarkers //. However, protein fragmentation is used also in protein chemistry for 
revealing their primary structures. Natural fragmentation of specialized precursors of 




gel retardation assay PROME 2009 24 
See: electrophoretic mobility shift assay 
proteomics EvN-2009-01-23 
gel shift assay PROME 2009 24 
See: electrophoretic mobility shift assay 
proteomics EvN-2009-01-23 
genome-based proteomics ROLUN 2006 
/refers to the/ gene-based analysis of the proteome. 
proteomics EvN-2009-01-20 
global proteomics ROLUN 2006 
— /refers to the a/nalysis of all proteins in a cell, tissue or organism. 
proteomics EvN-2009-01-20 
glycan GLOSI 2005 http://cat.inist.fr/?aModele= 
afficheN&cpsidt= 165 74444 
—s are oligosaccharides associated with proteins, and are known to confer specific 
functions and conformations on glycoproteins. As protein tridimensional structures are 
related to function, the study of —s and their impact on protein folding can provide 













Glycans are oligosaccharides associated with proteins, and are known to confer specific 
functions and conformations on glycoproteins. As protein tridimensional structures are 
related to function, the study of glycans and their impact on protein folding can provide 
important information to the field of proteomics. The subdiscipline of— (or 
glycoproteomics) is rapidly growing in importance as glycans in proteins have shown to 
be involved in protein-protein or protein (drug, virus, antibody) interactions. — studies 
most often aim at identifying glycosylation sites, and thus are performed on 
deglycosylated proteins resulting in loss of site-specific details concerning the 
glycosylation. In order to obtain such details by mass spectrometry (MS), either whole 
glycoproteins must be digested and analyzed as mixtures of peptides and glycopeptides, 
or glycans must be isolated from glycopeptide fractions and analyzed as pools. 
proteomics |EvN-2009-01-29 
glycoproteome GLYCO 2005 http://www.mcponline.org/cgi/reprint 
/P500013 -MCP200V1 .pdf 
Both urine proteome and its — can reflect human health status, especially functions of 
kidney and urinary tracts. In some kidney diseases, albuminuria usually occurs. Since 
high abundant albumin is not N-glycosylated, urine N-glycoprotein enrichment 
procedure could deplete it and urine proteome could thus provide a more detailed protein 
profile in addition to the glycosylation information, especially when albuminuria occurs 
in some kidney diseases. 
proteomics EvN-2009-01-20 
glycoproteomics GLOSI 2005 http://cat.inist.fr/?aModele= 










AV/e characterize high-throughput (HTP) proteomics as any approach to the study of 
proteins involving robotic platforms and requiring computational support for data 
collection and analysis. 
proteomics EvN-2009-01-19 
59 
HTP proteomics DIKNO 2006 7 
See: high-throughput proteomics 
proteomics EvN-2009-01-19 
immunome OMICS 2008 http://www.genomicglossaries.com/ 
content/omes.asp 
— /refers to t/he sum total of the immunodominant proteins in an organism. 
proteomics EvN-2009-01-29 
immunomics ROLUN 2006 6 
— /is the s/tudy of the molecular functions associated with all immune-related coding and 
non-coding mRNA transcripts. 
proteomics EvN-2009-01-29 
immunoproteomi cs ROLUN 2006 6 
/The definition of/ — // is a work in progress, varying from the screening of two-
dimensional gels for reactive antibodies to the use of mass spectrometry to study targets 
of the immune system // . 
proteomics EvN-2009-01-19 
interactome ROLUN 2006 6 
— /refers to/ /t/he protein-protein interactions within a proteome. 
proteomics EvN-2009-01-19 
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interactomics OMICS 2008 http://www. 1 cro.com/genomic 
glossaries/omes.asp.htm 
—: With the biology which has already emerged, we have proper targets for looking at 
cancer. Genomics and the things which are emerging from genomics like proteomics, 
which is actually looking at the products of the genes and the way that they interact, 
which you can call ~ if you want, are just as important. It is the gene expression which is 
critical. We have to learn about that as well. Genomics is the beginning and then there is 
a whole series of things which spread from them. 
proteomics EvN-2009-01-29 
invariome INVAR 2007 http://genomebiologv.com/conte 
^£^-2007-8-12-r265.pdf 
The--
Much effort goes into looking for genes whose expression is modulated in different 
environments. Although it is likely that most, if not all, genes are regulated to some 
extent, using the analysis described here it is possible to search for genes whose 
expression does not change significantly, which we term 'invariant'. These may 
represent genes whose functions are so important that they cannot be switched off. 
proteomics EvN-2009-01-29 
isoelectric focusing NATUR 1999 716 | 
The best separation method is 2D gel electrophoresis, in which spots of a carefully 
prepared mixture of proteins extracted from cells or tissues are applied to a 
polyacrylamide gel. The proteins, which can number tens of thousands, are separated 
along the gel in one direction according to their molecular charge, by applying an 
electric field. This process is called —. 
proteomics EvN-2009-01-19 
kinome KINOM| 2005 17 
Phosphorylation by protein kinases is the most widespread and well-studied signaling 
mechanism in eukaryotic cells. Phosphorylation can regulate almost every property of a 
protein and is involved in all fundamental cellular processes. Cataloging and 
understanding protein phosphorylation is no easy task: many kinases may be expressed 
in a cell, and one-third of all intracellular proteins may be phosphorylated, representing 
as many as 20,000 distinct phosphoprotein states. Defining the kinase complement of 
the human genome, the --, has provided an excellent starting point for understanding the 
scale of the problem. The — consists of 518 kinases, and every active protein kinase 
phosphorylates a distinct set of substrates in a regulated manner. 
proteomics EvN-2009-01-19 
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kinomics ROLUN 2006 6 
— /refers to the a/nalysis of all kinases in the proteome of a given organism. 
proteomics EvN-2009-01-19 
lipoproteomics CRYST 2001 http://www. 1 cro.com/geno 
micglossaries/omes.asp.ht 
m 
—: A new analysis protocol directed toward developing new markers for the detection 
and treatment of cardiovascular disease. A component of the protocol is the use of 
MALDI [mass spectrometry] to identify isoforms and mutations of the protein domains 
associated with lipoprotein particles. It involves the analysis of protein mixtures with a 
MW [molecular weight] range of 5kDa to 80 kD. 
proteomics EvN-2009-01-19 








LUMIER (--). In LUMIER, protein interactions in mammalian cells are measured after 
immunopurification and enzymatic detection of the partner protein. Briefly, flag 
epitope-tagged versions of various proteins are expressed together with a panel of 
partner proteins engineered to contain a Renilla luciferase tag (RLuc) // . This method 
has been proven to be remarkably robust, very sensitive and particularly amenable to 
analyzing PPIs that are subject to dynamic regulation. 
proteomics EvN-2009-01 -21 
LUMIER DIKNO 2005 92 
See: luinescence-based mammalian interactome mapping 
proteomics EvN-2009-01 -21 
MALDI MS RECAP 2004 107 
See: matrix assisted laser destruction/ionization mass spectrometry 
proteomics EvN-2009-01-19 
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Recent successes illustrate the role of— as an indispensable tool for molecular and 
cellular biology and for the emerging field of systems biology. These include the study 
of protein-protein interactions via affinity-based isolations on a small and proteome-
wide scale, the mapping of numerous organelles, the concurrent description of the 
malaria parasite genome and proteome, and the generation of quantitative protein 
profiles from diverse species. The ability of mass spectrometry to identify and, 
increasingly, to precisely quantify thousands of proteins from complex samples can be 
expected to impact broadly on biology and medicine. // MS-based proteomics is a 
discipline made possible by the availability of gene and genome sequence databases and 
technical and conceptual advances in many areas, most notably the discovery and 
development of protein ionization methods, as recognized by the 2002 Nobel prize in 
chemistry. 
proteomics EvN-2009-01-21 








— (MALDI MS) has revolutionized the analysis of biomolecules by permitting 
sensitive, rapid, and molecularly specific detection of proteins and peptides, often from 
complex starting materials specific detection of proteins and peptides, often from 
complex starting materials / / . The resolution and sensitivity of measurements from a 
broad molecular weight range characteristic of MALDI MS technology permits the 
investigator to identify the presence of posttranslational modifications, such as 
phosphorylation, acetylati/on/, and glycosylation, on intact proteins. Combined with 
protein database researches, protein identification can be rapidly accomplished from 
peptide fragments by tandem mass spectrometry. 
proteomics EvN-2009-01-20 
metabolite METAB 2005 http://www.ncbi.nlm.nih.gov/sites/er 
rez 
~s are the result of the interaction of the system's genome with its environment and are 
not merely the end product of gene expression but also form part of the regulatory 










9/8149genomics 1 .html 
http://pubs.acs.ors/cen/coverstorv/81 
9/8149genomicsl.html 
Analogous to proteins and proteomics, —, or metabonomics, is the study of all the 
metabolites of a cell or organism. Identifying and quantifying these components helps 
to reveal cellular regulation, pathways, activity, and response under normal and other 
conditions. 
proteomics EvN-2009-01-19 




metallome ALBUM 2006 383 
The suffix '-ome' is thought to derive from the Latin prefix 'omni-', meaning total or 
complete. Thus, '-omes' are intended to be a comprehensive description of all of the 
relevant components, both known and unknown, in a particular biomolecular subset. 
For example, the '--' refers the total of all metal and metalloid species in an organism. 
The proposed 'foldomics' // which examines protein folding, seems to depart from this 
convention. 
proteomics EvN-2009-01-20 
metaproteome MARAM 2007 http://www.springerlink.com/conte 
nt/a0642318664i5813/ 
In the postgenomic era, there is a clear recognition of the limitations of nucleic acid-
based methods for getting information on functions expressed by microbial 
communities in situ. In this context, the large-scale study of proteins expressed by 
indigenous microbial communities (—) should provide information to gain insights into 
the functioning of the microbial component in ecosystems. Characterization of the — is 
expected to provide data linking genetic and functional diversity of microbial 
communities. // More specifically, analysis of— in contrasted environmental situations 
should allow (1) tracking new functional genes and metabolic pathways and (2) 
identifying proteins preferentially associated with specific stresses. 
proteomics EvN-2009-01-20 
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metaproteomic MARAM 2007 http://www.springeriink.com/content/a06 
42318664J5813/ 
Effectiveness of the — approach will be improved as increasing metagenomic 
information is made available thanks to the environmental sequencing projects currently 
running. More specifically, analysis of metaproteome in contrasted environmental 
situations should allow (1) tracking new functional genes and metabolic pathways and 
(2) identifying proteins preferentially associated with specific stresses. 
proteomics EvN-2009-01-09 
metaproteomics WIBON 2004 http://www.ncbi.nlm.nih.gov/pub 
med/15305916?dopt=Abstract 
We propose the term "--" for the large-scale characterization of the entire protein 
complement of environmental microbiota at a given point in time. 
proteomics EvN-2009-01 -09 
modification-specific proteomics ROLUN 2006 
/refers to t/he sum of all post-translational modifications of the proteome. 
proteomics EvN-2009-01-21 
morphoproteomi cs MORPH 2004 http://www.annclinlabsci.org/cgi/co 
ntent/abstract/34/2/203 
"--" is defined as the identification by immunohistochernistry of the molecular circuitry 
of various proteins in a tumor by noting their state of activation (translocation and 
phosphorylation) and correlative expressions. This approach can uncover potential 
targets, amenable to therapeutic interventions, that are specific for an individual 
patient's tumor (ie, customized chemotherapy). 
proteomics EvN-2009-02-14 
MS-based proteomics SPEMA 2003 198 
See: mass spectrometry-based proteomics 
proteomics EvN-2009-01-09 
65 












The term "proteome" is used to describe the entire complement of proteins in a given 
organism or in a system at a given time. Proteome analysis in neuroscience, also called 
"--" or "neuromics" is in its initial stage, and shows a deficit of studies in the context of 
brain development. 
proteomics EvN-2009-01-21 -
nutrigenomics ROLUN |2006 6 
— /is the/ genomics of nutrition. The science of-- seeks to provide a molecular 
understanding for how common dietary chemicals (i.e) nutrition affect health by 
altering the expression and structure of an individual's genetic makeup // . 
proteomics EvN-2009-01-21 
oncogenomics ROLUN 2006 
— /refers to t/he use of molecular medicine tools such as DNA microarray and 
proteomics to study the oncology process // . 
proteomics EvN-2009-01-21 
operomics OPERO 2002 10 | | 
— refers to the molecular analysis of tissues and cells at the three levels that are 
connected through the coding process — namely, DNA, RNA and protein. The premise 
is that no one level or type of analysis fully captures gene expression and that functional 
changes at the proteome level cannot be simply predicted from analyses at the DNA or 
RNA levels. An important determinant that weakens a direct link between RNA and 
protein levels is translational control that differentially regulates mRNA translation. 
proteomics EvN-2009-01 -21 
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organelle proteomics ROLUN 2006 6 
— /refers to the a/nalysis of subcellular organelles such as mitochondria, nucleus and the 
endocytotic apparatus by proteomic techniques. 
proteomics EvN-2009-01 -21 
orthologue ROLUN 2006 
--s /refer to the g/enes in different organisms that have similar functions. 
proteomics EvN-2009-01 -21 
ortho-proteogenomic ORPRO 2009 http://genome.cshlp.org/content/l 
9/1/128.abstract 
A new "--" approach is presented here for the annotation refinement of multiple genomes 
at once. It combines comparative genomics with an original proteomic protocol that 
allows the characterization of both N-terminal and internal peptides in a single 
experiment. 
proteomics EvN-2009-01-13 
paralogue ROLUN 2006 6 
—s /refer to the/ genes within the same genome that have evolved by gene duplication. 
proteomics EvN-2009-01-21 
peptidome ROLUN 








peptidomics MIREJ 2003 2 
— enables the high throughput screening of proteins in a microarray format and has 
several advantages over affinity capture of intact proteins / / . In —, each protein is broken 
down into many smaller components, resulting in the availability of a range of peptides 
thus allowing multiple independent assays for the same "original" protein to be 
performed using most antigenic species. 
proteomics EvN-2009-01-09 
phenomics NATUR 1999 715 
The company Ciphergen, based in Palo Alto, California, is trying to popularize the term 
- to describe the technology of automated functional analysis of proteins. The word 
derives from phenotype — the observable characteristics conferred by a gene. 
proteomics EvN-2009-01 -22 




The term "—" refers to the complement of proteins that undergoes phosphorylation, the 
extent of their phosphorylation status at the level of individual residues, as well as the 
dynamics of the phosphorylation events in response to various stimuli. 
proteomics EvN-2009-01-23 
phosphoproteomic MADEI 2005 230.1 
~ methods 
Current methods for analysis of the phosphoproteome rely heavily on mass 
spectrometry and 'phosphospecific' enrichment techniques. Emerging technologies that 
are likely to have important impacts on phosphoproteomics include protein // and 
antibody // microarrays, and fluorescence-based single-cell analysis // . 
proteomics EvN-2009-01-09 
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phosphoproteomics MADEI 2005 230.1 
The term '--' describes a sub-discipline of proteomics that is focused on deriving a 
comprehensive view of the extent and dynamics of protein phosphorylation. While — 
will greatly expand knowledge about the numbers and types of phosphoproteins, its 
greatest promise is the rapid analysis of entire phosphorylation-based signaling 
networks. 
proteomics EvN-2009-01-09 
plasma/serum proteome ROLUN 2006 6 
— /refers to t/he identification and characterization of the proteins in the blood 
plasma/serum. 
proteomics EvN-2009-01 -22 
prefractionation ROLUN 2006 195 
For the purpose of the following discussion, our focus is on —, defined as the process of 
molecular separations prior to analytical procedures, such as mass spectrometry or 
Western blotting, which result in the identification of proteins or other materials that 
can be used as biomarkers. /T/he word is assumed to be derived from the Latin prae (in 
front of, before) and fractionation (the process of separation as a mixture) into dofferent 
portions. 
proteomics EvN-2009-01-22 
protease proteomics ROLUN 2006 
— /refers to t/he proteases and protease substrates of the proteome. 
proteomics EvN-2009-01 -21 
protein chemistry INPRO 2002 
Both proteomics and — involve protein identification, so what's the difference? // — 
involves the study of protein structure and function and is most commonly manifest in 
the fields of physical biochemistry or mechanistic enzymology. 
proteomics EvN-2009-01-19 
69 
protein digestion RECAP 2004 4 
Digestion is a necessary prelude to protein identification. MS instrument sensitivity 
toward intact proteins is less than that for peptides. // Although both enzymatic and 
nonenzymatic digestion strategies are possible, enzymatic digestions offer a variety of 
cleavage specificities under mild conditions. Trypsin is by far the most widely used 
protease in proteomics. 
proteomics EvN-2009-01-21 
protein expression mapping PATIM 2002 23 
—, as it is commonly implemented, is the quantitative study of global changes in protein 
expression in tissues, cells or body fluids using two-dimensional gels and mass 
spectrometry. The objective of these studies is to identify proteins that are up- or down-
regulated in response to an environmental stimulus or in a disease specific manner. 
proteomics EvN-2009-01-21 
protein fragment complementation assay PATIM 2002 67 
~s are based on an enzyme reassembly strategy whereby a protein-protein interaction 
promotes the efficient refolding and complementation of enzyme fragments to restore an 
active enzyme. 
proteomics EvN-2009-01-21 
protein microarray PRODG 2003 338 
—s /refer to a/ proteomic method similar to DNA microarrays in size and scale/:/ proteins 
/are/ spotted onto glass and are used to determine protein interaction or to identify and 
quantify molecules found in various solutions. One example is antibody microarray. 
proteomics I EvN-2009-01-21 
protein profiling ROLUN 2006 7 
— /refers to t/he use of algorithms to determine the relationship of multiple proteins as 
determined by mass spectrometric or liquid chromatographic analysis. 
proteomics EvN-2009-01-21 
70 
protein-protein interaction mapping PATIM 2002 
— involves determining, on a proteome-wide scale, the interaction partners for each of the 
encoded proteins of a cell or organism. 
proteomics EvN-2009-01 -21 
protein quantitation DIKNO 2005 57 
To compare changes or perturbations in the proteomes of distinct samples, such as 
diseased vs. healthy tissue, accurate quantification of large numbers of proteins has to be 
achieved. 
proteomics EvN-2009-01-21 
proteogenomics CHEMI 2003 http://pubs.acs.org/cen/coverst 
ory/8149/8149genomics 1 .html 
The more encompassing term — has been coined to describe the merging of genomics, 
proteomics, small molecules, and informatics. And covering all the bases but working 
backwards researchers can take a deconstructive approach through reverse proteomics 
and reverse genomics. 
proteomics EvN-2009-01-29 
proteome mining INPRO 2002 125 
The purpose of— is to identify as many of the components of the proteome as possible 
proteomics EvN-2009-01-21 
proteome profiling RECAP 2004 8 
A rapidly emerging technique, termed —, is the acquisition of mass spectra representing 
intact proteins present in a complex sample. This approach is most commonly applied to 
serum or tissue samples, but the technique is applicable to any complex protein sample. 
proteomics EvN-2009-01-21 
71 
proteometabolics ROLUN 2006 
~ /refers to t/he pertaining to proteometabolism 
proteomics EvN-2009-01-23 
proteometabolism ROLUN 2006 
/refers to the m/etabolism of the proteome. 
proteomics EvN-2009-01 -23 
psychogenomics ROLUN 2006 6 
~ /refers to t/he process applying the tools of genomics, transcriptomics and proteomics 
to understand the molecular basis of behavioural abnormalities. 
proteomics EvN-2 009-01-23 
regional organization of components PRODG 2003 338 
~ /is/ a principle that allows complex systems to behave more efficiently. When many 
proteins are required to perform a task, the task can be accomplished more rapidly if the 
necessary proteins are located near each other. 
proteomics EvN-2009-01-23 
resistome CRYST 2001 http://www. 1 cro.com/genomic 
glossaries/printpage.asp^ref^ 
2fcontent 2fomes.asp.htm 
— /refers to a/11 those proteins whose expression is altered in drug resistant forms. 
proteomics EvN-2009-02-09 
reverse proteomics ROLUN 2006 6 
— /refers to p/roteomic analysis were genomic sequences information is used to predict 
the resulting proteome, providing the basis for experiment design. 
proteomics EvN-2009-01-23 
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ribonomics CHEMI 2003 http://pubs.acs.org/cen/coverstor 
y/8149/8149genomicsl .html 
Likewise, transcriptomics looks to unravel all of the cellular messenger RNA transcripts 
of an organism, often produced under a variety of conditions, while the term — has been 
used to describe the subset of mRNAs that bind with proteins. 
proteomics EvN-2009-01-29 
riboproteomics CRYST 2001 http://www.lcro.eom/genomicglossaries/D 
rintpage.asp(S>,ref= 2fcontent 2fomes.asp. 
htm 
—is the systematic characterization and annotation of RNA-protein interactions that 
affect RNA metabolism, including RNA transport, [RNA] splicing, translation and 
decay. 
proteomics EvN-2009-02-09 
shortgun proteomics ROLUN 2006 7 
~ /refers to the i/dentification of peptides (usually by mass spectrometry) obtained by the 
enzymatic or chemical digestion of the entire proteome. A naturally occurring protein 
mixture such as cell extract, blood plasma or other biological fluid is reduced, alkylated 
and subjected to tryptic hydrolysis. The tryptic hydrolysis is fractionated by liquid 
chromatography and analysed by mass spectrometry. 
proteomics EvN-2009-01-23 
side-to-side proteomics rrOBOS 2005 http://www.sciencedirect.com/science? ob= 
ArticleURL& udi=B6VND-4DVTB39-
2& user=10& rdoc=l& fmt=& orig=searc 
h& sort=d&view=c& acct=C000050221& 
version=l& urlV~ersion=;0& userid^lQ&md 
5=a274cl6d855115141fe561ddl0840b0a 
—, highlighting the link between virtual and classical 2-D gel electrophoresis, is 
introduced to describe a method whereby intact masses are measured from one side (the 
IEF gel), while proteins are identified based on analyses performed from the other side 
(the SDS-PAGE gel). 
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SILAC SILAC 2002 http://www.mcDonline.org/cgi/content/fiill/ 
1/5/376 
See: stable isotope labeling by amino acids in cell culture 
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Here we describe a method, termed SILAC, for --, for the in vivo incorporation of 
specific amino acids into all mammalian proteins. Mammalian cell lines are grown in media 
lacking a standard essential amino acid but supplemented with a non-radioactive, 
isotopically labeled form of that amino acid, in this case deuterated leucine (Leu-d3). We 
find that growth of cells maintained in these media is no different from growth in normal 
media as evidenced by cell morphology, doubling time, and ability to differentiate. 
Complete incorporation of Leu-d3 occurred after five doublings in the cell lines and 
proteins studied. 
proteomics EvN-2009-01-23 
structural biology ROLUN 2006 8 
~ /refers to the s/tudy of the secondary, tertiary and higher structures of proteins in the 
proteome including // the use of crystallography, nuclear magnetic resonance and 
electron microscopy. 
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subproteomics ROLUN 2006 203-204 
Since a true analysis of a proteome, as defined, is not possible with current technology, 
the effective analysis of discrete and well-characterized portion of proteome is essential. 
This approach is a lead-in to the type of experimental method referred as —. // 
Subsequent analysis of the isolated membrane by two-dimensional gel electrophoresis 
demonstrated the presence of known membrane proteins and one new membrane 
protein with a single transmembrane segment. 
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synovial proteome ROLUN 2006 8 
/is t/he total protein content of synovial fluid. 
proteomics EvN-2009-01-23 
systems biology ROLUN 2006 8 
~ /is t/he integration of data at the genomics, transcriptomics, proteomic and 
metabolomics levels, including functional and structural data, to understand biological 
functions that can be described by a mathematical function. 
proteomics EvN-2009-02-21 
targeted proteomics ROLUN 2006 8 
— /refers to the a/nalysis of a defined portion of a proteome such as glycoproteome, 
phosphoproteome or ribosomal proteins. 
proteomics EvN-2009-01 -23 
top-down proteomics ROLUN 2006 8 
/refers to the a/nalysis of intact unknown proteins by mass spectrometry // 
proteomics EvN-2009-01-23 
topological proteomics ROLUN 




on a single cell level / / . 
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toxicoproteomics RECAP 2004 124-125 
Animal models that can portray and mechanistically recapitulate what may occur in the 
human condition are of critical importance for the drug development process. — can be 
utilized in this setting, whereby proteomic biomarker fingerprints associated with 
known drug-induced toxicities can be potentially matched against an experimental 
therapeutic under preclinical evaluation and predictive correlates obtained to guide and 
select compounds that should be taken forward or shelved // . — using proteomic 
profiling technology can have important direct applications within the drug 
development pipeline as well as potentially clinical applications. 
proteomics EvN-2009-01-23 
transmembrane domain PRODG 2003 340 
— /is/ the portion of a protein that spans a phospholipids bilayer, typically about 20 
amino acids long and predominantly hydrophobic. 
proteomics EvN-2009-01-23 
western blot PRODG 2003 340 
/The term/ - /refers to/ proteins that have been separated by size using SDS-PAGE, 
transferred to a special type of paper (called a membrane), and probed with an antibody. 
—s are used to determine molecular weight, tissue distribution, and relative amount of 










- /refers to/ 1 ymol = 1024 moles = 0.6 molecules. /This term refers to a/ quantity 
recently coined due to increased sensitivity in proteomics. 
proteomics EvN-2009-01-23 
ymol PRODG 2003 340 
See: yoctomole 










~ /refers to/ 1 zmol = 10"21 mol = 602 molecules. /This term refers to a/ quantity 
recently coined due to increased sensitivity in proteomics. 
proteomics EvN-2009-01-23 




Lexique bilingue (77) 
2D gel electrophoresis 
2D gel electrophoresis 























isotope-coded affinity tag 
MALDI-TOF 
mass spectrometry 
matrix-assisted laser desorption 
ionization-time of flight 
matrix-assisted laser desorption 









peptide mass fingerprinting 




























isotope-coded affinity tag 
MALDI-TOF 
spectrometrie de masse 
desorption et ionisation laser assistees 
par une matrice - temps de vol 
matrix assisted laser desorption 
ionisation - time of flight 








carte peptidique massique 






























desorption/ionization time-of- flight 
tandem affinity purification-tag 




































tandem affinity purification by tag 












Lexique unilingue (130) 
activity-based proteomics 







































gel retardation assay 




















luinescence-based mammalian interactome mapping 
LUMIER 
MALDI MS 
mass spectrometry-based proteomics 
































protein expression mapping 
protein fragment complementation assay 
protein microarray 
protein profiling 
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